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APPENDIX A: DNA SEQUENCES 




\ 

> RX A 0 0 0 0 1 - up s t r e am 

TGTCATAGGCAGCACTCTAGATGGCGCACAGTGACTCACTTCACTGTTTCTCACACTACG 
GATCGTTCGGCACGTACCTGCCGATGGAGGAGATTCTGCA 

>RXA00 001 .. 

atggcaaccgtaacgttcaaagatgcttccctaagctacccgggagcaaaggaacccacc 
gtcaagaaattcAacctggaaatcgccgatggcgagttcctcgtcctcgtcggcccttcc 
ggctgtggtaaatccaccacgctgcgcatgctggccggtttggaaaacgttactgacggt 
gccattttcatcggAgacaaggacgttacccacgttgcaccgcgtgaccgtgacatcgcc 
atggttttccagaag'tatgctctctacccccacatgaccgtgggcgagaacatgggcttc 
gcactgaagatcgccg6caagtcccaagacgagatcaataagcgcgtcgacgaagccgcc 
gccactttgggcctgaccgaattcttggagcgcaagccgaaggccctgtccggtggtcag 
cgtcagcgtgtggccatggpccgcgccattgttcgcaacccgcaggtctttctcatggat 
gagccgctgtctaacctcga^tgccaagctgcgtgttcagacccgtacccagattgcagcc 
ctgcagcgcaagcttggggtt,accaccgtttacgtcacccacgaccagacggaggccttg 
accatgggtgaccgcatcgcggtgctgaaggatggctacctgcagcaggttggcgcgccc 
cgagagctttatgaccgccccg&paacgtcttcgtcgccggcttcatcggctccccagcc 
atgaacttgggcacettctcggt6^aggatggtgacgctacctctggtcacgctcgcatc 
aagctttccccggaaaccctcgcc^gcatgacgccggaggataatggccgcatcaccatt 
ggtttccgcccggaggcactggagatcattccggaaggcgagtccaccgatctttccatc 
ccaatcaagctcgacttcgtggagga^tcggttccgattccttcctctacggcaagctg 
gtaggcgagggcgaccttggatcctcca^cgaggatgtccccgagtccggccaaatcgtc 
gtcc.gcgctgctccgaacgccgcgcctgc\ccggscagtgttttccacgcacgcatcgtg 
gagggcggccagcacaacttctcggcgtcgkct$/pgaagcgcctccct 

>RXA00 001 -downstream ^ x 
TAAGCCCGCGTACCGGCTACCCC / \ 

\ 

>RXA00 002-upstream \ 

ctgacttcttgggcttcggtgctgcaatatctaggt^cacgccccggatggcaccggaga 
ggctgcagacaagctcgctgctgaggattctcacct^ac 

>RXA00002 \ 

gtgctgcaccgcgaaggcaagggtggccttcttggcgct^atatcgccggcttcgagtgg 
ggcctagagaaggattaccatgttctgtgcgaaatggatgg,cgacggctcccacgcacca 
gaacagctccacctcttgcttgaggaaattgaaaagggcgcXgatctggtcattggctcc 
cgctacgtaccgggtggagagacagtgaactggcctgccaaotgcgaactgctgtcccgc 

TTGGGCAACAAGTACATTTCTGTTGCCCTGGGTGCCGGCATCimTGACATGACTGCCGGC 
TACCGTGCTTTCCGGCGTGAGCTGCTTGAGCACCTCGACTTTGAGGAGCTTTCCAACGCC 
GGATACATCTTCCAGGTGGACGTTGCCTTCCGCGCCATCAAGGATteGCTTCGATGTCCGC 
GAGGTTCCGATCACCTTCACCGAGCGCGAGCTTGGTGAATCCAAGCTGGACGGCTCCTTT 
GTCAAGGATTCCCTGCTCGAAGTAACCAAGTGGGGAGTGGCTCACCGCTCCGAGCAGATC 
AGCGATTTCACATCGGAAGTATCCAAGATCGCCTCCCGCACGGTCAAG^ACATGGAGCTT 
GGCCCTAAGGCCACCACGGCCAAGAACGCTGTACCGGACTTCGTTTCCG^AGTCTCTAAC 
CTAGCTAAAGGCACCTTCAAGAAG 

>RXA00 002-downstream 
TAACTCGATGCCCGCGGCGTCTC 

>RXA0 0 0 8 9-ups t r e am 

ACCTCGTTTTGGCCGCAAGTTCTCGTTAGTTAAAAACTGTAGGAAACCAGGTTCC^CACA 
T GACAGAC AAT CGGTT T AAC AGGGAAGGGGAT CGGCAC T G 

>RXA0008 9 

A T G G C AAC AC C AG CAT C G G C T C C C AC T T C C G AA C C AC G T C T C AAAC GC AC C AG AG C C AAf? 
CTTTTTGATTGGAAGCTTCTCATCGGCATCATTTTCGTCGCCGGCCTCGTGGTGCTTTCC' 
CTCCT'CACCGGCCAATACGACATTTTCGGTGGCGATGATGGCCAACTGATGTTCGAGGCA 
GTTCGCATCCCGCGTACCGTTTCCCTCATTTTGTCCGGTGCAGCAATGGCGATGTGTGGC 
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TTAGTCATGCAGCTGTTGACCCAAAACAAATTCGTGGAACCCAGCACCACAGGAACAACC 
GAATGGGCAGGTCTTGGCCTCCTCTTGGTGATTTACTTCGTGCCAGCCGCGACCGTTTTG 
GATCGCATGCTCGGTGCCGTGGTGTTTTCCTTCATCGGAACCATGGTGTTCTTCCTCTTT 
CTACGCCGAGTAACACTGCGTTCCTCATTGATCGTCCCGATTATCGGCATCATGCTCGGT 
GCCGTGGTGTCATCGATCTCCAGCTTCTTCGCCTTGCAATTCGACATGCTCCAGCAATTG 
GGAACATGGTTTGCGGGTTCCTTTAATACAGTGTTCCGCGGACAGTACGAAGTGCTGTGG 
ATCGTTGTCATCGTCGTTATTGCAGTGTTCTTCTTCGCAGACCGGCTCACCGTAGCTGGC 
CTTGGCGAGGAAATCGCGACAAACGTGGGTCTCAATTACAACCGCATGGTCCTTATCGGA 
ACTGGCCTCATCGCCATCGCAACAGGTGTGGTCACCGTCGTGGTTGGTAGCCTGCCATTC 
CTCGGACTCATCGTGCCCAACGTTGTGTCCATGTTCCGTGGCGATGACCTGCGCTCGAAC 
CTGCCATGGGTATGCCTAACCGGCATCGCGATCGTAACCATTTGTGACTTGATCAGCCGA 
ACCATCATCGGGCCTTTCGAAATTCCAGTTTCAGTAATCCTGGGCATCATCGGCGCAGTG 
GTCTTCGTGATCATGATTGTGAGGCAACGTGGCCGTGGA 

>RXA0 00 8 9-downstrearn 
TAAAGATATTGAAAACCGCACCT 

>RXA0 00 90-upstream 

TTGATCAGCCGAACCATCATCGCGCCTTTCGAAATTCCAGTTTCAGTAATCCTGGGCATC 
ATCGGCGCAGTGGTCTTCGTGATCATGATTGTGAGGCAAC 

>RXA000 90 

GTGGCCGTGGATAAAGATATTGAAAACCGCACCTCAGACCTTTCTCGATGGGAAACTATG 
GAGGAATCAGCAACGGTCGAGGGACGCACCGATGTCGAACTAGCATCAGCGCCGAGCAAA 
CGACGCACCTCAGGTGCATTCCAAACAGCGCGCGCCAAGCGCCGCTACTGGATCATCATG 
GCCGCGCTGCTGGTCACCGCGCTTGCCTTCACCTGGGGCCTCATTTGGTACAAGAACCCG 
ATGCCCGTTGGGCATCCGGCCTTCGCGCTGATTGCAGAACGACGCATGGAGTCGGTCTTT 
GTCATGCTGATTGTTGCGGTTTGCCAAGGCTTTGCGACGGTTGCGTTCCAGACCGTCACC 
AACAACCGCATTATCACGCCGTCGATCATGGGCTTTGAATCTCTCTACACACTGATTCAT 
ACCTCCACAGTGTTCTTCTTCGGCGCAACTGCACTGCTGGCCACCAGAAATCTCGAAATG 
TTTGTCGGCCAGCTGGTGATCATGGTTCTTTTGACCTTGGTCCTCTACACCTGGCTGCTT 
TCCGGAAAACGCGGCGATATGCACGCCATGCTGCTTGTCGGCATCATCATTGGTGGCGGA 
CTCGGATCCATCTCCACCTTTATGCAGCGCATTCTGACCCCATCAGAATTCGATATTCTT 
TCCGCCCGACTTTTCGGATCAGTAAACAACGCGGAAACCGAATACTTCCCAATTGCTGTT 
CCACTAGTAGTAGTGGCGTCCGTCTTGTTGCTGGTAAGCTCTCGACGCCTCAACGTTGTA 
GGGCTTGGCAAAGATGCCGCAACCAACCTTGGAATTAATCACCGACGATCCTCCATTTAC 
ACACTGGTTCTCGTCTCTGTATTAATGGCAGTATCCACCGCACTTGTCGGACCGATGACA 
TTCCTCGGATTCTTGGTCGCGACCTTGGCATATCAATTCGCCGACACTTACGACCACCGA 
TACATCCTTCCGATGTCCGCACTCATCGGATTCGTCGTACTCAGCGGCGCTTACTTTGTC 
ATGAACCACGTGTTCCGCGCACAAGGCGTCGTGTCCATCATTATTGAGATGGTCGGCGGT 
ACCGTCTTCCTCATCGTCATCCTCAGAAAGGGCAGACTG 

>RXA000 90-downstream 
TGATTACGTTAACTAATGTCCGC 

>RXA000 99-upstream 

CTCTGGTGAAGAGGATGTTGACTCGGGAGATTCTTCCACTGATTCACTGATTAAGTGGTA 
CCGCGCAAATAGGTAGTCGCTTGCTTATAGGGTCAGGGGC 

>RXA00099 

GTGAAGAATCCTCGCCTCATAGCACTGGCCGCTATCATCCTGACCTCGTTCAATCTGCGA 
ACAGCTATTACTGCTTTAGCTCCGCTGGTTTCTGAGATTCGGGATGATTTAGGGGTTAGT 
GCTTCTCTTATTGGTGTGTTGGGCATGATCCCGACTGCTATGTTCGCGGATGCTGCGTTT 
GCGCTTCCGTCGTTGAAGAGGAAGTTCACTACTTCCCAACTGTTGATGTTTGCCATGCTG 
TTGACTGCTGCCGGTCAGATTATTCGTGTCGCTGGACCTGCTTCGCTGTTGATGGTCGGT 
ACTGTGTTCGCGATGTTTGCGATCGGAGTTACCAATGTGTTGCTTCCGATTGCTGTTAGG 
GAGTATTTTCCGCGTCACGTCGGTGGAATGTCGACAACTTATCTGGTGTCGTTCCAGATT 
GTTCAGGCACTTGCTCCGACGCTTGCCGTGCCGATTTCTCAGTGGGCTACACATGTGGGG 
TTGACCGGTTGGAGGGTGTCGCTCGGTTCGTGGGCGCTGCTGGGGTTGGTTGCGGCGATT 
TCGTGGATTCCGCTGTTGAGTTTGCAGGGTGCCAGGGTTGTTGCGGCGCCGTCGAAGGTT 
TCTCTTCCTGTGTGGAAGTCTTCGGTTGGTGTGGGGCTCGGGTTGATGTTTGGGTTTACT 
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TCGTTTGCGACGTATATCCTCATGGGTTTTATGCCGCAGATGGTAGGTGATCCTCAGCTC 
GGTGCGGTGTTGTTAGGCTGGTGGTCAATTTTGGGATTGCCGCTGAACATTCTGGGACCG 
TGGTTGGTGACGCGTTTCACTAACTGCTTCCCGATGGTTGTTATCGCCAGTGTCATGTTT 
CTCATCGGTAATGGTGGGTTTTGTTTGGCTCCGGATGTTGCGCCGTGGTTGTGGGCGACG 
TTGTCTGGTCTTGGTCCCCTTGCGTTCCCGATGGCGTTGACGCTCATTAATATTCGTGCT 
GAAACTAGTGCTGGTGCTTCTGCGTTGAGTTCCTTCGGGCAGGGTTTGGGTTATACGATT 
GCGTGTTTCGGTCCCTTGTTGACTGGTTTCATTGTCGATGCAACAGGCAGCTTCCGAACA 
ATCTTTTTGCTTTTTGCGGGTGCAACACTCTTCGTTATTAGAGGCGGTTACTTTGCGACA 
AGGCAGGTTTACGTCGAAAAGCTTTTAAATCGC 

>RXA000 99-downstream 
TAGGATGGCGCTATGCCGCAAAG 

>RXA0 012 3~upst ream 

GAAGGATCGTCAGAATAGCTCTCGAATAGGCCATTTCTTACTTCATCGGCAATACTGACT 
TAGTAGAAATTGCTGTCCAGAACTGTTGAAGGAGTTGAAA 

>RXA00123 

ATGCCAAAGAATTACGACATCAACGGGGCGATCCGCAGACGGGATATGCTCAGACGTCGG 
TACCTTCCTGATTCGGCAAATTCAACTCCTGTACCTGAAGAGGTTTCTCCGCTGACCCGC 
TATGTCACCGACGGCATCCCGAAGCGCCCACCGCTGGGTGCCACTGTTGCTGACGGTTTA 
AAATTCGCCGAAGGCGCCTCCAACCGCATGGTCATGTCGCTGTACCCTGCGCCATCCAAG 
CCCGCAATCGAGGAATTGGCAGAGGCCTGGGACCTCCACCCCACCATCGTAGAAGACTTG 
CTCCTTGGTCAGCAGCGCCCAAAACTAGACCGCTACGAAGACATCATTTTTATCGCGATC 
CGCTCCGCGCGCTACATCGACTCCCGCGAAGAGGTGGACTTCTCCGAATTCCACATCCTC 
ATGAAGCCTCAGGCCATAGCCATTTTGTGCCAGGATAACCAATGGATTGACGGCACCAGC 
GCCGCCAGCTTCAGCAACCCCGAGGAGATCGATAAGCGCATAAAAACATTGCTTGCCGAC 
GCCGAGTTACTCTCGTCCGGCCCCCGCGCCGCGGCCTATAGGCTTCTCGACGCCATCGTC 
GACGGCTTCTCCCCCGTTCTTAGAGGCATCGCCATCGACCAGGAACAGATTGAGCGCCAG 
GTGTTCTCCGGCGACGCCGCCGTCGCCGAACGTATTTACAACCTGTCCCAAGAAATCATC 
GACATGCAGCACACCACCAGCTCAGTTACCGAAGTGGTGCAACGCCTCAACAAAGACTTC 
ATCCGAAGTGGCATGTCCGAAGAACTCCGCGCCTACCTCGACGACGTCGCCGACCACCTC 
ACCCGCGACAACACCCGCGTCTCCGAATACCGCGAATCCCTATCCCAAATTTTGAACGTC 
AACGCCACCCTTGTAGCCCAACGCCAAAACGAAGACAT GAAGAAAATCTCCGGATGGGCC 
GCCATCATCTTCGCCCCAACCCTCGTGTCCTCCATCTACGGCATGAACTTCGACATCATG 
CCAGAACTTCACTGGGCGTTTGGCTACCCGTTGGCTCTCTTAGCAATGCTCGGATTCACC 
CTCCTTTTGTACTGGATCTTCAAACGCAGTAAGTGGATG 

>RXA0 0123-downstream 
TGAGACAAAAACCGAAAAACCAA 

>RXA00160-upstream 

TACAGGGGTGGGGTTACCCCCTAAGGTGGTCACAACTTGATAACGGACTGGTTAATAAAT 
GGCCAATCTGACCATTTTAACCTCCATAAAAAGGATTCTC 

>RXA00160 

ATGCTAAACATCGCACGCAACCGCAACATGAAGCGTCGACTAGCAATTGCTGCTTTCGTC 
GCCACCGCAACCGCTACCGCCACCATGGCACCAGCATCCGCGCAAACCGACTACGCAGGC 
CTTTCCTCCGGCGTTGCCGACACCGTCGCAGAAGCTGCAGGAGTCGCAACCACCGCCGTC 
GCACCAGCCGCCACCGTAGCGCGCGCAGCAAACGGCACCTTCACCTCAGGATTCGGACCA 
CGTTGGGGAACCTTCCACAACGGCATCGACATCGCAAACTCAATCGGCACCCCAATCTAC 
GCCGTCATGGCCGGCACTGTCATCAGCTCTGGCCCAGCATCCGGCTATGGACAGTGGATC 
CGCATCCAGCACGACGACGGATCCATCTCCATCTACGGACACATGGAATACCTCTACGTC 
TCCGTCGGCGAACGCGTCGCAGCAGGCCAGGAAATCGCAGGAATGGGCAGCCAAGGATTC 
TCCACCGGCTCCCACCTCCACTTCGAGATCCACCCAGACGGCGTCACCCCAGTCGACCCA 
C AGG C AT G G C T C G C AAAC C AC G G CAT C T AC G T T 

>RXA0Q160-downstream 
TAAGCGCTAGCCGTTCGTGGGAT 
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>RXA00193-upstream 

CCTCAGCCTCCTCTCCTCACCGCCTTCCCCGCTGGGAAACGTGTGGCACCACCTGAAATT 
AAGGTTTCACCACC 

>RXA00193 

ATGCAAGCAACGCTGAAGAAGTACTTCCCAGTCTTTGTCTTGCCCACCCTTCTGGCATTC 
ATGATTGCCTTCTTGGTGCCGTTCATCGTGGGTTTCTTCCTCTCCTTTACGAAGTTCACC 
ACTATCACCAACGCCAAGTGGGTTGGCATAGACAACTACGTCAAAGCTTTCTCCCAACGC 
GAAGGTTTCATCTCAGCCTTCGGTTTCACCGTCCTCGTGGTCATCGTCTCCGTGATCACA 
GTCAACATCTTCGCCTTCCTCTTGGCGTGGTTGCTGACCCGCAAACTCCGCGGTACCAAC 
TTTTTCCGCACAGTCTTCTTTATGCCGAACCTTATCGGCGGCATTGTGCTGGGTTATACC 
TGGCAGACCATGATCAACGCCGTGCTTTCGCACTATGCCACGACTATTAGCGCGGACTGG 
AAATTCGGCTACGCCGGCCTCATCATGCTACTTAACTGGCAGCTCATCGGCTACATGATG 
ATCATTTACATCGCCGGCCTGCAAAACGTCCCACCAGAGCTCATTGAGGCTGCCGAACTC 
GACGGCGTCAACAAGTGGGAGATGCTGCGGCACGTCACTATTCCGATGGTCATGCCATCC 
ATCACCATCTGCCTCTTTTTGACTTTGTCGAACTCCTTTAAGCTCTTCGACCAGAACCTG 
GCGCTGACCAACGGCGCTCCTGGCGGGCAAACTGAGATGGTGGCGCTCAACATCATCAAC 
ACGCTGTTTAACCGTATGAATGTCGAGGGCGTCGGTCAGGCCAAGGCCGTTATCTTCGTC 
GTCGTTGTGGTCGTCATCGCGTACTTCCAGCTGCGCGCGACCCGCTCCAAGGAAATCGAG 
GCT 

>RX AO 0 1 9 3 - do wn s t r e am 

T AAGT TAT G AC T AC C AGC AC T T C 

>RXA002 0 3-upstream 

AGGAAGCTGCTGCAGAAATCGAAAACACAAAGGAGGACCGTTGAGCACCGCCGTAGTTTC 
AC AGAAGAAG T C C ACAAC GGCAT C C AAAAT T GG AC AT T GG 

>RXA002 0 3 

ATGCTCAATAACGGTGCGTTGGTGGGGCTGATTGCACTGTGTGTTGGACTTTTTATTGCA 
ACACCCCACTTTCTCACCATTCCTAACCTGATCAACATCGGTATCCAATCGGCGACGGTG 
GCGATCCTGGCGTTCGGCATGACCTTCGTCATCGTTACCGCAGGCATTGATTTGTCTGTG 
GGATCAGTGGCTGCGTTGGGTGCGATGACCTCGGCGTATTTCTTCGCGGAAGTTGGTTTG 
CCGGGCTGGATCACGCTGCTGATTGGCCTGTTCATCGGATTGTTGGCGGGTGCGATCTCT 
GGCAT TTCTATTGCTTATGGCAAGTTGCCTGCGTT TAT TGCCACCTTGGCCATGATGTCG 
ATCGCCAGGGGAATCACCTTGGTCATTTCCCAAGGCTCACCAATTCCCAGTGCACCAGCT 
GTGAACGCTTTGGGGCGCACCTACTTTGGCATCCCGATGCCGATTCTGATGATGGCACTG 
GCT GGCAT TGTGTGTTGGTT TAT TTTGAGCCGCACCGTGCTGGGACGGTCCATGTACGCC 
ATTGGCGGAAACATGGAAGCAGCCCGACTATCTGGTCTGCCAGTGAAGAAAATCCTGGTC 
ATGGTCTATGCACTGGCTGGTGTGTATGCAGCACTTGCGGGTCTGGTCATGACGGGACGC 
TTGTCGTCCGCGCAGCCGCAGGCAGGCGTGGGATACGAACTCGATGCGATTGCCGCCGTG 
GTCATTGGTGGTGCGTCACTTGCTGGCGGAACCGGAAAAGCAACGGGCACTTTGATTGGT 
GCCATCTTGTTGGCCGTGATCCGCAATGGCTTGAACATTTTGAACGTGTCCTCGTTCTGG 
CAGCAGATTGTCATCGGTTGTGTCATCGCGCTTGCGGTGGGCTTCGATGTCATCCGAAAC 
AAAACCTCTAAG 

>RXA00203-downstream 
TAATTCCTGAAAGGAAATTTTCA 

>RXA00204 -upstream 

TCAACGGCGGTTTCCCAAAAGGCGGCCGCAAAGGCAGCAAAAGCAGCCCAA7\AAGCAGCC 
GCGAAAGCCGCACAGAACACGCAACACGAGGTGAGCCTAG 

>RXA002 04 

ATGGTGAACTCTGAACAAGCGCTTCATCAGCATGATCCTGCACCAATCCTTCAGTTGGAT 
AAAGTCTCCAAGTCGTTTGGCCCAGTCAACGTCATTAATCAAGTGAGCATCGATGTTCGC 
CCTGGCAGGGTGCTTGCGCTGTTGGGTGAAAATGGTGCGGGTAAATCTACGCTGATCAAG 
ATGATGTCGGGTGTGTATCAGCCTGATGGCGGGCAGATTTTGGTGGATGGAAAGCCCACG 
ACTTTGCCTGATACGAAAACTGCTGAGTCTTTTGGCATCGCTACGATTCACCAGGAATTG 
AATCTGGTGCCCACGATGACGGTGGCGGAAAACGTCATGCTGGGCCGCACTCCTCGGAAG 
TGGGGTTTGGTCAATTTCAAACATTTGCGCAGGCAGGCACAGGCGGCGCTGGATCTCATC 
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GGCGTGGATGTGGATCTGAATGCTCAGGTGGGTTCTTTAGGAATCGCTAGGCAGCAGATG 
GTGGAGATCGCCAAGGCGTTGTCCATGAATGCGCGGATATTGATTTTGGATGAGCCCACT 
GC AGCG T T GAC T GG T C GT GAAATTGATCAGTT AT TCAAAGTGGTGG AT CAGCTGAAAGAA 
AAAGGCGTGGCCATGGTGTTTATTTCGCACCACTTGGATGAGATCGCGCGCATCGGCGAT 
ACCGTCTCTGTGCTGCGTGATGGCCAGTTCATCGCGGAGCTGCCAGCGGATACTGATGAA 
GATGAGCTGGTGCGGCTGATGGTGGGTCGTAGCATTGAAAACCAGTATCCGCGTAGTGCG 
CCAGAGATCGGGCAGCCACTGTTGGAGGTGAAAAACCTCAACGCGGAGGGCCGGTTCACG 
GATATTTCCTTGACTGTTCGCGCTGGTGAAGTCGTAGGCCTTGCCGGTCTTGTGGGTGCT 
GGTCGCACGGAAGTGGTTCGCTCGATTGCTGGCGTGGACAAAGTTGATTCCGGTGAGGTG 
ATCGTTGCTGGCAAGAAATTGCGCGGCGGCGATATTTCCGAGGCTATTAAAAACGGCATC 
GGGCACATTCCGGAAGATCGAAAAGCCCAGGGCCTGGTGCTGGGGTCGTCTGTGGAGGAC 
AACCTGGGATTGGCGACTTTGGCGTCGACAGCCCGCGCAGGTTTGGTCGATCGATCAGGA 
CAGCACAAACGAGCCGCCGAGGTCGCGGAAAAACTCCGCATCCGGATGGCAAGCCTCAAA 
CAACCGATTAGCGATTTATCGGGCGGCAATCAGCAAAAGGCCGTGTTCGGCCGCTGGGTG 
CTTGCCGGGTCAAACGTGCTGCTTCTCGACGAACCGACCCGTGGCGTTGACGTCGGCGCG 
AAGGTGGAAATTTACAACATCATTAATGAGATGACGGAAAAAGGTGGCGCTGTGCTCATG 
GTGTCATCGGAGCTTCCCGAAGTCTTGGGCATGGCTGATCGCATTTTGGTCATGTCTGGT 
GGACGCATCGCAGGCGAACTGCCAGCGAAGGGAACAACCCAGGACGATGTCATGGCTCTA 
GCTGTTTCCCAGGTGGATGATTCCATCACCGAGGAAGCTGCTGCAGAAATCGAAAACACA 
AAGGAGGACCGT 

>RXA0 02 0 4 -downstream 
TGAGCACCGCCGTAGTTTCACAG 

>RXA0027 0-upstream 

TGGAGACTGCAACTGAGTTCACCTACGTGATCAACGAAGATGCAGCAGAGCGCCAGGGCG 
TGGAGATCCCTCAAGAGATTTTGGATAAGGCCGAACGCGT 

>RXA0027 0 

ATGATCGGCGCTTTTGAGTTCGGATTGTTGTACGGAGTTGTCGCATTGGGCGTCTATTTG 
ACGTTCCGTGTGCTCAACTTTCCCGACCTCACCGTTGACGGCAGCCTGACCACTGGCGCG 
GCAACAGCTGCGACAGCTCTTATGTCTGGCTGGCCTCCCCTTATGGCTACTGCCGCTGGT 
TTCGTTACTGGCTTTATCGCTGGCATGATCACCGGTTTGCTGCACACCAAGGGCAAGATC 
GATGGTTTGCTCGCAGGTATTTTGACCATGATTGCGTTGTGGTCGGTTAACTTGCGCATC 
ATGGGTGGCGCGAACGTGCCATTGTTGCGCACCGATAACCTCTTCACCCCGCTTCGCGAC 
GCCGGCCTCCTCGGCACATGGGCAGGCCCGGCGATCCTCGCCGTTGCAGTGGGAATTTTG 
GGACTCATCGTCATCTGGTTCCTCAACACTGATATCGGACTGTCGCTGCGATCCACCGGC 
GACAACGGGCCGATGGTGCAGTCCTTTGGTGTTTCAACGGATTTCACCAAAATCCTCACC 
ATCTCCCTGTCCAATGGTTTTGTTGGTCTTGCCGGTGCACTCATCGCTCAGTACCAGGGC 
TTCGCAGATATTTCGATGGGTATTGGCCTCATCGTGATCGGTCTCGCATCGGTTATTTTG 
GGCCAGGCCATCTTCGGTCAGCGTCGCGTGTGGTTGGCTGTGTTGGCTGTCATCGTCGGT 
GCCATCGCGTACCGCCTGATCATTTTCGCAGCACTGCGCGTTGGCCTTGACCCCAACGAT 
ATGAAGGCAATTTCTGCGATCTTGGTGGTTGTCGCCATGCTGCTGCCGAGGTGGCGTGCG 
AAGTTCTCCAAGGCACCGAAGCCTAAGCAACCAGTAGCAGTGGAGGCT 

>RXA0 02 7 0 -downstream 
TAAGACATGTTATCCATCAACGG 

>RXA00 311-upstrearn 

CGGACAGATCGGCATTTGGGCGACCGTGCTGTTGATGATCGCCCGCATCGCATAGGGATT 
CTCTGCAGTCGCAGAAGCTGCAGGTGCATCCACACTGACC 

>RXA00311 

ATGGAACATTCTCCTGAAGGCAAGCGTGGATTCTTCACCTCATCGGTGATGGCGGGTTGC 
TCAGTTGGAAACGTCCTGGCTGGCTTGGTATTTATCCCGTTCTTGATGCTGCCGGAAGAA 
CACCTCATGTCATGGGGCTGGCGCGTACCTTTCCTGCTTTCCGCACTGGTTTTAGTTGTC 
GCATACTTCGTGCGCACCCGACTGGAGGAAGCATCAACTGAGAAGGCCGAAGAGGACGCA 
GGCGCTCCGGCTTTGGCTGTGCTGCGCACCCAGGGCATTGATGTCGCACGAGTTTTCCTG 
ATCACCTTCTTCGCCGTTGTTCAGACCACTTTCAACGTTTACGCACTGGCATACGCCGCC 
AACGAAATCGGCATCGATCGTTCCTTCATGGTGATGGTGAACACCATCGCGCTGGGGCTT 
TCCATCGGAACGATTCCTTTGGCCGCGTGGGTCTCTGACCGCATTGGCCGCAAGCCAGTC 
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TTGCTGTTCGGGGCCATCACCTGTGCAATCACCACCTACTTCTACTTCCAGGCAATCTCT 
GAAGCTGACCTTGTGCTGATCTTCGCACTGTGCTTGGTCAACCAAGGTTTGTTCTACTCC 
TGCTGGAACGGCGTGTGGACCATTTTCTTCCCAGAAATGTTCGCATCTTCCGTGCGCTAC 
ACCGGCATGGCTATGGGCAACCAGCTCGGTCTGATCATCGTTGGTTTCGCACCAACCATC 
GCCACCGCCCTGTACGCATGGAACGGTTGGGAAGCTGTTGCGGGATTCATCATCGGCGCA 
ATCGCACTGTCTGCCGCAGTTATTTTGACCACCAAGGAAACCGCCTTCACCAAGCTTGAA 
GATCTAGGGAAGAAA 

>RXA0 0311 -downstream 
TAATGTCTGACAAGATCTGGAAA 

>RXA0 03 12 -upstream 

C CAT T G AAT GG G AAG AAC TTGGTTGTGTGTTTGT G AC AC C TAT T C T AAAG AAC A T T AAAC 
G T GAT T AAG T T CAT GAT T C T T AA T G AG AAAG G G T G AT C AC 

>RXA00312 

ATGGAAACCGTGAGGACCGCAACCGCCGCTCCTGAAACTGCATCTTTGAAGCTGCGTGAG 
GCAGAAAGCCCAGCAAAGTCCCCAAAGAAAGCCGCCTTGGCGTCACTTTTGGGTTCGACT 
CTGGAGTACTACGACTTTGTCATTTACGGCACCGCCTCCGCGCTGCTGTTCAATCACCTC 
TTCTTCCCACAGGGCGACCCAGTCGTCGCGACGATCGGCTCTCTCGCCTCATTCGGTGTT 
GCGTACATTGCGCGCCCCATCGGTGGTCTGGTGATGGGACATGTTGGCGATAAGATCAGT 
CGCAAAACCGCCCTCATGGTGACGTTGATGATCATGGGTATCGCCTCCATTTCCATCGGA 
CTTCTGCCCACCTACGGACAGATCGGCATTTGGGCGACCGTGCTGTTGATGATCGCCCGC 
ATCGCA 

>RXA00312-downstream 
TAGGGATTCTCTGCAGTCGCAGA 

>RXA0034 5-upstream 

AGTGACCCATATGGCGTATCCGAGGTCTAACGCGATTTTGCGATTTTCAATAAGTTTTCA 
T G T T GACAT CC T T T T T C AAT AAGCAT T T A 

>RXA0 034 5 

ATGGCAGGTATGAAAAAGCTTCTTTGGACACTCCCCATCCTCCCACTGGTACTAGCTGGC 
TGCTCAACTGGATCAGCAGATTCCGCGGATTCCACCAACGCTGCCGGATCCAATTCCCTT 
AAAGTGGTCACCTCCACCCAGGTGTGGGCTGACGTCGCCGAAGCTGTCGCCCCAGATGTA 
GACAT TGAAGCAATTATTACCGGTGGCGACATCGACCCTCATTCCTTCGAGCCTTCCGCT 
ACCGATATGGCTAAAGTTTCCGAAGCT GACAT CATTATCGTCGGTGGCGGCGGCTATGAT 
TCCTGGCTCTACGGCACCTTGGAAGACGATGATCGCATCATCCACGCATTGGATCTCTCA 
GAGCATGACCACAGCGAGCATGATGATCACGAGCACGAAGCCGAAGAAGCCCACGAACAC 
GACCACGATGAAGAGGGCCACGATCATGACGTCGACAACGAGCACGTCTGGTACTCCACT 
GAATACGTCTCTGAGGTAGCTGAAGAGTTCGCAGAAAAAGTCACCGAGCTTGATCCCGAG 
G C AC AGG C C G A T G C AAC G G C T G T G AC C AC C AAG AT G G A C GAG C T GC AC AAT C AG AT T C AC 
GATCTTCCAGCAGTTCGCATTGCTCAGACCGAGCCGATCGCCGATCACATTTTGTCCCAC 
TCCGACATGGTGGAATCCACCCCTGAGGGTTACCGCGCAACCACGTTGAGCGAGAGCGAG 
CCAACCGCAGCAGATGTTGCGTCGTTCCAGGATGCAATTAACAACGGTGACCTCGATGTT 
TTGATCTACAACCCACAGTCCGCGTCGACTGTCGCGACCAGCTTGAAGGATTTGGCAGAA 
GAAAAAGGCATCCCAGTTGTTGAGATCTATGAGACCCCTCAAAACACCGAGAATTTCCTC 
GATGCATTCACCAAGGCAGTTGATGATCTCACCGCTGCCACTAACCAGGTT 

>RXA0034 5-downstream 
TAG AAT TAT T T AAAT G C T G T T G A 

>RXA00378 

AAATCCTGGCGGTCATATCCGTCCTGGTTCGCTTTTGACCACGGCACGTTGACCCAAAAC 
GAGATTTATTTTGATGTGGCCTGCGGAATCACCGTGTTGCTTCTTGCCGGACGGCTGCTG 
ACAAGGCGTCGAAGCCAATCCAGTTTGTTAGCGGAACTTGGTCGCCTCCAAATCGATCCA 
CAGCGCATTGTCACTGTGGTGCGTAAACACCGATTGAAGCGCGTAGTCCAGGAACTGAAC 
ATTCCAGTGCAGGAAGTCCGTGTCAATGACGATGTGAAAGTTCCACCTAATACCACGATC 
CCTGTGGATGGCACTGTCATCGGTGGCGGTTCGCGGATCGCAGCTAGCATCATCATGGGA 
CAAGACCAGCGTGATGTAAAAGTAAATGACAAAGTTTTCGCCGGCAGCCTCAACCTCGAA 
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TCCGAAATCAAGGTTCGTGTTATTCGCACTGGTCACCGCACCCGCATCGCCGCGGTACAT 
AGGTGGGTTAAAGAAGCGACGTTGAAGGAAAACCGCCACAATAGGGCAGCGATCCGTTCG 
GCCGGTAACCTTGTGCCCATCACGTTCACCCTTGCTGTGGTGGACTTCTGTCTGTGGGCA 
CTGATCTCTGGAAACATCAACGCTGCATTTACCACTACCTTGGCTGTCCTTGCGTGCGTG 
GCTCCGGTGGCCTTAGCGTTGTCTGCTCCACTTGCCACGAGGAATTCCATCGAAGCTGCA 
GCACGACACGGTATTTTGGTCCGCTCTGGTGAAATTTTCCGAGTTCTCGATGATGTGGAT 
ACTGCCGTATTTAATCGTGTGGGCACACTAACCGATGGCGAAATGACAGTGGAAACCGTC 
ACAGCAGACAAAGGCGAGGACCCAGAACTAGTGCTGCGTGTCGCCGGGGCGTTGGCCATG 
GAATCCCACCACGCGATTTCCAAAGCACTGGTGAAAGCATCCCGTGAAGCTCGTGATACC 
GGCGCCGGTGGTGAAGATGTCCCACACTGGATTGAAGTAGGCAACGTGGAAATCACCGAA 
GCCGGCTCATTCCAAGCAACCATCGAGCTGCCACTGATCAAACCATCTGGCGAAAAAATC 
AT G C G C AC C AC AG AAG C AC TCCTGTGGC G AC C AC GAT C C AT G AC AG AAG T C C G T GAG C AC 
TTAAGCCCCCGACTAGTGGCAGCAGCAACCTCAGGTGGCGCACCACTGATCGTGCGATGG 
AAAG G C AAAG AC C G C G GAG T TAT C AC T C T AAG T G AC C AC G T GAG AT C AG AT T C C T C C GAT 
GCGATTATTGCGATTGAAGAACAAGGCATCGAGACCATGATGCTTTCACGTGATACTTAC 
CCGGTGGCACGTCGATACGCAGACAGCTTAGGCATCACCCACGTCTTGGCCGGCATCGCG 
CCGGGCAAGAAAGCCCAGGTCGTCCGTGCAGTCCACACCCGCGGATCCACTGTCGCGATG 
ATCGGCGATGAATCAGTAATGGACTGTTTGAAAGTCGCTGACGTGGGTGTACTGATGGGC 
GTCGATCGTCCCTCAGATCTGCGTGATGATTCCGATGACCCGGCAGCTGACGTTGTGGTC 
ATGCGCGAAGAGGTCATGAGCGTGCCGACGCTGTTTAAACTGGCTCGACGCTACGCCAAG 
TTGGTCAATGGCAATATTGCTCTGGCCTGGATCTATAACGGTGTTGCCATGGTGCTTGCA 
GTGTCTGGCTTGCTGCATCCAATGGCTGCGACCGTGGCTATGCTGGCGTCTTCGCTGCTT 
ATTGAATGGCGCTCGGGCAGGGCGCGCAAGTAC 

>RXA0 037 8 -downstream 
TAACCAGCAAT TCCCAAGCCCAA 

>RXA0 04 12 -upstream 

CTTTTGACGAACACCACGTCGCGTACGCTTCCTCGGGGCGTTAAACTATTTGTCTTCCAG 
CTTTTGTCCCCCGACTTTTGTACGAATCGAGGACACCGTC 

>RXA00412 

GTGTCACACACCGCGTCCACACCGACGCCAGAGGAATACTCCGCGCAGCAACCCAGCACC 
CAGGGCACTCGCGTTGAGTTCCGCGGCATAACCAAAGTCTTTAGCAACAATAAATCTGCT 
AAAACCACCGCGCTTGATAATGTCACTCTCACCGTAGAACCCGGTGAGGTAATCGGCATC 
ATCGGTTACTCTGGCGCCGGCAAGTCCACTCTTGTCCGCCTCATCAATGGCCTTGACTCC 
CCCACGAGCGGTTCGTTGCTGCTCAACGGCACCGACATCGTCGGAATGCCCGAGTCTAAG 
CTGCGTAAACTGCGCAGTAATATCGGCATGATTTTCCAGCAGTTCAACCTGTTCCAGTCG 
CGTACTGCGGCTGGAAATGTGGAGTACCCGCTGGAAGTTGCCAAGATGGACAAGGCAGCT 
CGTAAAGCTCGCGTGCAAGAAATGCTCGAGTTCGTCGGCCTGGGCGACAAAGGCAAAAAC 
TACCCCGAGCAGCTGTCGGGCGGCCAGAAGCAGCGCGTCGGCATTGCCCGTGCACTGGCC 
ACCAATCCAACGCTTTTGCTTGCCGACGAAGCCACCTCCGCTTTGGACCCAGAAACCACC 
CATGAAGTTCTGGAGCTGCTGCGCAAGGTAAACCGCGAACTGGGCATCACCATCGTTGTG 
ATCACCCACGAAATGGAAGTTGTGCGTTCCATCGCAGACAAGGTTGCTGTGATGGAATCC 
GGCAAAGTTGTGGAATACGGCAGCGTCTACGAGGTGTTCTCCAATCCACAAACACAGGTT 
GCTCAAAAGTTCGTGGCCACCGCGCTGCGTAACACCCCAGACCAAGTGGAATCGGAAGAT 
CTGCTTAGCCATGAGGGACGTCTGTTCACCATTGATCTGACTGAAACGTCCGGCTTCTTT 
GCAGCAACCGCTCGTGCTGCCGAACAAGGTGCTTTTGTCAACATCGTTCACGGTGGCGTG 
ACCACCTTGCAACGCCAATCATTTGGCAAAATGACTGTTCGACTCACCGGCAACACCGCT 
G C GAT T G AAG AG T T C T AT C AAAC C T T G AC C AAG AC C AC G AC CAT C AAG GAG AT C AC C C GA 

>RXA0 041 2 -clowns t ream 
TGAACGAGATGATCC TCGCAGC T 

>RXA00413-upstream 

CTGTACAGATCGCGGTCTATGGTGCTAATCTCCTAAATACTTGAATGACCATTTCATGAT 
C C AT T CAC AAAAAC T T T C C C AAAC AAGG AC G TAT T T G AAA 

>RXA00413 

ATGAAACTTCGTCGCATCACAACCACCGCCATCGCTGGCCTCTTCGCCGCAACCGCACTT 
GTTGCCTGTGGCTCCGATTCCGATGGAAGCAGCACCACTGTTGCTGAAGGCACCGAAGGC 




Appendix A, page 7 



AttorneagfccketNo.: BGI-131CP 



GTGACCATCCGCATCGGCACCACCGACGCTGCGAAGGAAGCATGGACCGTATTCGAAGAC 
AAGGCAGCTGAAGAGGGCATCACCCTCGACATCGTTCCTTTCTCTGACTACTCCACCCCA 
AATGAGGCTCTTGCCCAGGATCAGCTGGACGTTAACCTCTTCCAGCACCTGAAGTTCCTG 
GCTGAGTACAACGTCGGCTCCGGCGCAGACCTCACCCCAGTTGGCTCCAGCGAAATCGTG 
CCACTGGCACTATTCTGGAAGGACCACGACTCCATCGACGGCATTGACGGCGAGTCCGTT 
GCCATCCCTAACGATCCTTCCAACCAGGGCCGCGCCATCAACGTTCTCGTTCAGGCAGGT 
CTGGTCACCCTGAAGACCCCAGGTCTGGTCACCCCAGCTCCAGTCGATATCGACGAGGCA 
GCTTCCAAGGTTTCCGTCATCCCAGTCGACGCAGCTCAGGCACCAACCGCTTACCAGGAG 
GGTCGCCCAGCGATCATCAACAACTCCTTCCTTGACCGCGCAGGCATCGATCCAAACCTC 
GCGGTCTTCGAAGATGATCCTGAGTCTGAAGAAGCAGAGCCATACATCAACGTCTTCGTC 
ACCAAGGCTGAGGACAAGGACGATGCCAACATCGCCCGCCTCGTTGAGCTGTGGCACGAC 
CCAGAGGTTCTGGCTGCAGTAGACCGCGACTCTGAGGGCACCTCCGTCCCAGTTGATCGT 
CCAGGAGCTGACCTTCAGGAAATCCTTGATCGCCTTGAGGCTGATCAGGAAAACGCA 

>RX A 0 0 413- down stream 
TAATCTCTTTTGAGTTCTTTGCA 

>RXA004 31~upstream 

TGGATCGTCCTCGCCTTCACATTCGTCGGCCTTGGCCTTGCTCTCCTCGCGATGAAGCAA 
TGGCGATTCCGCGTCAGCTACTGGGTATAAGGAGCACCAC 

>RXA004 31 

ATGGTATCCATCGATACATACAACGCCTGCGTCGACTTCCCCATCTTCGACGCCAAATCC 
CGCTCCATGAAGAAAGCCTTCCTCGGCGCAGCCGGCGGAGCAATCGGGCGCAATCAAGAC 
AACGTCGTAGTCGTCGAAGCGCTGAAGAACGTCAACCTGCACTTGCGCGAAGGTGACCGG 
GTCGGACTCGTCGGCCACAACGGCGCCGGCAAATCCACCCTCCTGCGACTCCTCTCCGGC 
ATCTACGAACCCACCCGCGGAAGCGCTGACATCCGTGGACGCGTCGCCCCCGTCTTCGAC 
CTCGGCGTCGGCATGGATCCAGAAATCTCCGGCTACGAAAATATCATCATCCGCGGCCTC 
TTCCTCGGTCAAACCCGCAAACAGAT GAAAGCCAAAATGGAAGAAATCGCCGACTTCACC 
GAACTCGGCGAATACCTCTCCATGCCTCTCCGAACCTACTCCACCGGCATGCGCATCCGC 
CTAGCCCTCGGCGTGGTCACCTCCATCGAGCCCGAAATTCTGCTTCTTGATGAAGGCATC 
GGCGCCGTCGACGCCGCCTTCATGGCCAAAGCCCGCGACCGGCTCCAAGCCCTCGTCGAA 
CGATCCGGCATCCTCGTCTTCGCCTCCACTCAACGACTTTCTTGCCAACTCTGCAACACC 
GCACTCTGGGTCGAC 

>RXA004 4 4-upstream 

GATCGTGCCAAGGAGATCCTTGCCAGCnnnnnnnnTnnnAnTGGTTTTGGCACAAACTAA 
AAAGGCTCGTCGAAGCGAGAATCATATCCTCCCAGGGTGG 

>RXA004 4 4 

TTGCTCATCCCAGCCACCCTGGCCATGCTGCTGATCATTGGACCTATTTTTGCTTTGCTG 
TTGCAGATCCCCTGGGATCGGTCTTGGGAGTTGCTTACCGCGCCGGAATCTTTAGGAACC 
GCACGGTTATCTATCGGAACTGCTCTGTTTTCTACCGCGCTATGCGCAATTGTGGGTTTC 
CCGCTAGCGTTGGCGCTGCATTTATATGAGCGTTCGCACCCCAGGGTGACATCAGTTTTG 
ACGGTGCTGGTTTATGCGCCTTTGGTGTTGTCGCCGGTGGTGTCTGGTTTGGCGCTGACT 
TTTCTGTGGGGCAGGCGTGGTTTTTTAGGTTCTTGGCTTGATCAGGTTGGATTGCCGATT 
GCATTTACCACCACGGCTGTGGTGTTTGCCCAGGTGTTTGTAGCGTTGCCATTTTTCATT 
TCCACTGTGACTACTGCACTGCGTGGCATTCCAAAACAGTTTGAGGAAATCGCAGCTACT 
GAAGGCGCAACCCGCTGGGAGATCATGCACAAGATGATCATTCCGCTGGCGATGCCTGGA 
ATTTTCACCGGTATGATTTTGGGATTCGCCAGGGCCTTGGGCGAGTATGGTGCGACACTG 
ACTTTTGCTGGAAATATTGCAGGTGTTACCCGCACCATTCCGTTGCATATTGAGCTTGGT 
TTGAGTTCCAATGACATGGATAAAGCCTTGGGAGCGGTGATTATGCTTTTGGCTGTCTAT 
GTCCTCATCATTGGAGCCATCGGAGCGTTACGATTGTTTTCCAAGGTGAGAAAGGTT 

>RXA00 4 4 4-downstream 
TAATTGATGTCTCGTTCGCCGGA 

>RXA004 4 5-upstream 
GGTGCAAAAAAGGACTAACC 

>RXA004 4 5 
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ATGGCGGATCTGAGCATTGAACACGTATCAAGGTTTTTCGGCGATGCCATCGCCTTGAAC 
GATGTGTCATTGACCGTCCCCTCAGGCTCCATCACCGCCATCATCGGGCCGTCCGGGAGC 
GGTAAAACCACGTTACTGCGTTTGCTGGCAGGCCTTGATTCACCCGATGAAGGCACCGTG 
AGCATTGGGAATAAGATCGCCAAGCTGGGTGACACTGCGCTGTGTTTCCAGGATTCGCCT 
TTGTATCCGCACCTTAATGTGTGGGAAAACGTGGCATTTCCGCTCAAGCTCAAAGCCACC 
AATACTGCAGATGAGGTGGTGAAAAAGCGGGTGAGTGATGTTTTGGAAATGCTCGAAATT 
GCTCCCCTCGCCCGCCGGAAAATTACCGAACTCTCCGGCGGGCAAAAACAGCGCGTCGGC 
ATTGCTCGAGCACTGGTCAGAGACGTAGAGGTTTACCTTTTCGACGAACCGATGGCCCAC 
CTCGACCAAGCCTTAGCCCGCGATATTGTGGCCGATCTGCGCAAAATTCAACAATCGTTG 
GGACTGACGTTTGTATACGTCACCCACAGCAAATCCGAGGCATTCGCGCTCGCCGACCAA 
ATTGTCGTGCTGGTAGATGGCCAAGTCGCGCAGGTTGGTGAGGCGGAGGAGCTCGTCGAA 
AAGCCAAAAACCCTAGAAATAGCCGAGTTCCTCTCCCCCACCGAGCTCAATGTGCGCCGG 
CGTGGGGACGCCGTGGAGGCATGGCGACCCGAAGACACCCAGCTCGCCCGCGGTGGCACT 
GCGACCGTGGAAGCCGTGACGTATTTGGGCCGCGAGTGGCTTGTACAAACCACCGAGGGG 
CACGCCGTGTCGGAGGAAAAATTCGACGTCGGCGAAAGCGTCACGCTAACCCAGAAGAAG 
GTGTTTAGTTTC 

>RXA004 4 5-clownstream 
TAGCCGCCTGCAAAAGGAGGGAG 

>RXA004 66-upstream 

T T T AAAAG C G C AC T AAG A G C T C G T C AAT T C T T T AAAAC AAG C T G AG AAT G T G AAT AAT AG 
GAT AG G T T AAC C T GAT T C GAT T AG AAAAC G GAG AT T T G T C 

>RXA00466 

GTGCAATCCCGCCTGTCCAAAATCCTGCGCAGTAGCGTCGTAGGCGTTGCTGTCCTAGCC 
CTGTTAGCTGGGTGTTCTAACAATGCAGATGACACCGACGCTGATTCAACATCCACGGGA 
AACTCCGCTTTTCCTGTTTCGATTGAACACGAGTTCGGAACCACCACAATCGATGATGTA 
CCCGAAAGAGTTGTCACCCTTGGCGTTACCGACGCCGATATTGTCCTCGCATTGGGGACC 
GTC CC AG T AGG C AAC ACCGG A T ACAAAT TC T TCGAAAACGG AT TGGGACCGTGGACT GAT 
GAGTTAGTGGAAGGCAAAGAATTAACACTGCTTGACTCTGATTCCACACCAGATCTTGAA 
CAAGTAGCAGCCCTGGAGCCAGACCTGATTATTGGAGTCTCTGCGGGGTTTGACGACGTT 
GTATACGAGCAACTATCTGATATCGCACCGGTGGTCGCCCGTCCAGCGGGAACAGCTGCA 
TACGCAGTAGCTCGCGAGGAAGCTACCAACCTTGTTGCCCGTGCGATGGGGCAATCAGAA 
AAAGGACAAGAGCTCAATGAGGAAACAGATGCTCTGATCCAAGCTGCGCGTGATGAAAAT 
CCTTCTTTTGACGGTAAAACAGGAACCGTCATCTTGCCATACCAGGGTAAATACGGTGCC 
TACCTGCCAGGCGATGCACGGGGACAATTCCTCGATTCACTTGGCATTTCGCTGCCGGAA 
GCAGTTCTTTCGCGAGACACCGGCGACAGCTTCTTTGTCGATGTCCCCGCTGAAAGCGTC 
AAAGACGTAGACGGTGATGTTCTCCTCGTGCTTTCCAACGACGAAAATCTGGATATCACA 
GCAGAGAATCCACTGTTTGAAACACTCAACGTTGTGCAAAAAGACGCAGTAATTGTGGCA 
ACAACCGAAGAACGCGGGGCGATTACCTACAACTCAGTGCTGTCTGTTCCTTTTGCGTTG 
GAACATCTCGCACCACGTATTGCTGAG 

>RXA004 8 2-upstream 

GCGATTTCTATGAAATTCTTCACCCATCCACAACTATCTACTATACTTTTAGAAGTAATA 
AC TAT T GAG T T AAT AT AAAC AT GAAGAAAG GAT TTGCTTT 

>RXA004 8 2 

ATGCGCATTTCAAGCAAACTTGTCACCACAGCACTACTCGCAGCCATTTCACTTTTCGGG 
ATATCCACGGCACAAGCCCAAGACATTTTTGACGGCGGACGACTTGCAGGTGGCTCCTCG 
CAGGTATCTAACCTAAGTTCGGTTCCTGAAAACCTAGCGCTGCCCGAAATTGAAAATAGC 
ATTGACCTAGAACGCTACAAAGGCAAGTGGTATCAAGTCGCAGCAATTCCCCAACCATTC 
TCTTTACAGTGCTCACATGACGTTACCGCTGATTACGGCGTGATCGACTCGGACACAATC 
TCTGTAACAAATAAGTGTGGCACTTTCTTTGGGCCTTCAGTTATTGAAGGCAGCGCTAAA 
GTAGTTTCCAATGCTTCATTAAAGGTTAGCTTCCCAGGTATTCCATTTCAGAGTGAAGAC 
AAT C AAG C AAAC T AC C G C G T G AC C TAT AT C G AAG AT GAT T AT T C AC TAG C AAT C G T C G G C 
AGCCCAAGCCGGTCCTCAGGATTTATACTATCCCGCACGCCACAGCTCAGTAGTGACCAA 
TGGTCTCACGTTCGGAACATTACAGAGGACAGTGGGTGGTGGCCATGCGCATTCATTACA 
GTCCCAGCGACAGGTGGCTTAAACACCGCCACTCCGCTCTGCACACTT 

>RX A 0 0 4 8 2 - do wri s t r e am 
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TAATTAACGTAGATGGTCATCTA 

>RXA00523-upstream 
TGGCGCGGCGGGCGTGAATTTTTCAGACG 

>RXA00523 

GTGTTGCGTAAT CAGTTGGCGTCGCCGGATATTATCGGCATTTCTTCTGGCGCGTCGGCG 
GCGGGCGTAATTTGCATTGTGTTTTTCGGAATGTCGCAGTCTGCAGTGTCGGCGATTTCT 
TTGTGTGCGTCCTTGGCTGTGGCGTTGTTGATTTATCTGGTGGCGTATCGCGGTGGTTTT 
TCGGCCACGCGTCTGATTCTTACCGGCATTGGTATTGCTGCGATGCTGAATTCATTAGTG 
TCGTATTCGCTGTCCAAGGCTGATTCTTGGGATCTGCCGACCGCGAGGCGCTGGCTTACC 
GGCTCGGTCAATGGTGCGACGTGGGATCGTGCGATGCCGCTGATTGTCACCACTGTGGTA 
CTCATTCCGCTGCTGGTGGCTAATGCGCGCAATGTGGATCTTATGCGTTTGGGCAATGAT 
TCCGCGGTGGGTTTGGGCGTTGCTACTAATCGCACGCGCGTCATTGCGATTATTGCCGCT 
GTTGCGCTCATCGCCGTTGCTACCGCTGCATGCGGCCCGATCGCATTCGTGGCGTTTGTG 
TCTGGCCCCATTGCCGCGCGCATTTTAGGCTCCGGCGGATCGCTCATCATCCCCTCCGCA 
CTCATCGGCGGGTTGATCGTGCTCATCGCCGACCTAATTGGCCAATACTTCCTCGGCACC 
CGCTACCCCGTCGGAGTTGTCACCGGCGCATTCGGCGCCCCATTCCTTATCTATTTACTC 
ATTCGTTCCAACCGCGCGGGAGTAACCCTG 

>RXA0 052 3-downstream 

T G AC CACCAACCAT CAAC TAT C C 

>RXA0 052 5 -upstream 

CCATCGTGTTTATTACTCACAACCCTGAGCTTGCTGATGAATCTGATCGGGTGGTCACCA 
T G G T T G AC G GG C G CAT CAT T G G G T C T GAG G T G AAAC AC T C 

>RXA0052 5 

ATGAGCCTTGCAGAATCAATTCTTTTGGCGCTCACCAGCCTGAGAAGCAACAAGATGCGT 
GCATTGTTGACGCTGTTAGGAGTCATCATTGGTATCGCATCAGTCATCGGAATTTTGACC 
ATTGGTAAAGCCCTGCAGGATCAAACTTTGAATAGTTTGGAAAGCTTGGGCGCGAATGAT 
CTGTCGGCGCAGGTGGAGGAACGCCCCGACGAAGATTCCCCCGAACCCGATATGTTCGCT 
TTTTCTGGGGCTGCAAACTCTAGTGGCAATCTGATTCCGGAAGAAACAGTTGATACGCTG 
CGCGATCGTTTCGCAGGCAGCATCACGGGAATCAGCGTTGGCGGAATGGGTACGCAAGGC 
ACTCTCATCGGCGACACCGCAGATCTTAAATCCGATCTCCTCGGCGTCAACGAGGATTAT 
ATGTGGAT GAATGGCGTCGAAATGAACTACGGCCGCGCCATCACGCAAGACGATGTTGCC 
GCTCAGCGCCCCGTTGCGGTCATCGCCCCAGACACCTTTAATACGCTTTTCGACGCAAAC 
CCCAACCTCGCTCTGGGGTCCGAAGTAGCTTTTGAACTCAACGGTCAAGAGACATTTTTG 
CGGGTTATCGGTGTGTATAAAGAAGCCGCAGCAGGTGGACTTGTGGGAAGCAATCCAACC 

>RXA0055 6 

TACACCCCATATACGGTGGCCAATGACATCACCCACACGAAAGATGGATTGAACACGTTA 
AGTATCCGTGCAGCTCAGGGCGTAGACCAGGATTCACTTAAGGGTTCACTGCAAACCTAC 
TTCGACGCGCTGTACGCCAACAATGACTCGCACCACGTTGCCATGTTGGACTTCCGTAAA 
CAGATCGAAGAGTTCAACACCATTCTCGGCGCAATGAGTTTGGGTATCTCAGCCATCGGC 
GGAATTTCCTTGCTTGTCGGTGGCATCGGAGTGATGAACATTATGTTGGTGTCTGTCACC 
GAGCGAACCCGCGAAATCGGTGTCCGAAAAGCCCTCGGCGCTCGTCGACGTGACATTCGC 
CTGCAATTCGTCGTTGAAGCCATGATCATTTGTTTCATCGGTGGCATCCTCGGCGTGCTT 
TTGGGCGGCATTTTGGGATTGATCATGTCCAGCGCTATTGGCTACATTTCCTTGCCACCA 
CTGAGTGGAATCGTGATCGCCTTGGTATTTTCCATGGCTATCGGCCTGTTTTTCGGCTAC 
TACCCCGCCAACAAGGCAGCAAAGCTCGATCCAATTGACGCCTTGCGTTATGAG 

>RXA0055 6-downstream 
TAAAAGCCTCGTTTTTAAGGTAG 

>RXA005 9 6~upstream 

CCGCCACCGACGGCCTCTTGAACACCGATGCATACCAACAGGCTGTGCTCGGTGAAAATG 
CCATCGGAGTGCCAAGCCC TAG C T AC C AG G GAG G AAAC TA 

>RXA005 96 

ATGCTTAACGCCCTGAAATTCATCCCATGGCTGATCGGCCAGATTTTCCTCTCTGGCTTC 
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AGCGTGATCACCGCTGCGGTAAAAAAGGACACCGGCTTCAACCCCGTTGTTATCCGCTAC 
CCACTTCGAGTGACCACGGACTTCCAGATCGCAGCCCTGTCAACGTGCATCACCGCGACT 
CCTTCCACCCTGTCCCTTGGCCTACGCGAACCCCGCAAGCCCGGCGACCCCACCATTTTG 
CTGATCCAAGCAGTGTTTGGTTCCGATCCAGTAGAAGTTTTTGAATCCATCGCCGATATG 
GAACAACGCCTCGTCCCTTCGGTCGCTTCAATTGACCACGGCGTCCCAGGCCAAGGCCCT 
TACAAGGAGATCCGCCCCAGCGATGCTGAGTGGCCAAGTCGCGAGATCGCTGACACCGCC 
CAAAACACCGT C AGCCAAGAC AAGAGGGAGTT T 

>RXA005 9 6-downstream 

T AAAAC AAC AT G AC TGCTTTTGG 

>RXA00 634 -upstream 

AAGTGTTTTTAATTACCGCAGCTTTGTCTTAGGAGAAGTCATGGTCCAACTGGATCAACG 
GGTTAGGTTCAAAAGCGCAACCTCAATAATCAGTATTGAA 

>RXA00 63 4 

ATGTGGGAGCGATTCAGCTTCTACGGCATGCAAGCACTCTTGGTGTACTACCTGTATTTT 
GATGTTGCAGCCGGTGGATTAGGCCTTGATCAAACCCAAGCAACAGGACTGGTCGGCGTT 
TATGGCGCACTGCTCTACCTCTGCTGTTGGGCAGGCGGTTGGGTCAGTGACAGAGTCCTG 
GGCGCAGAAAAAACCCTGCTGGGCGGTGCGATCTCAGTAACCATCGGACACCTTGTGCTT 
GCTGGCCTCGGCGGGAAAATTGGTCTAGCCATTGGCCTTGGATGCATCGCGATCGGTTCA 
GGATTTGTGAAAACAGCAGCCATCACCGTGCTGGGATCCAGGCATGGTGAACAAGAAGGA 
GACGCAAAGGCAGATCCCGCATTCCAACTCTTCTACCTAGGCATCAACGTTGGTGCACTG 
CTCGGACCACTCCTGACCGGTTGGCTCTCCAGCAGGTATTCCTTTGAAATGGGATTCGGC 
GCAGCCGCAGTCCTTATGATCGGCGGATTGGGAATCTACGCAGCGTTGCGGAAACCAATG 
CTGCAATCGTTCCCGCTCGAGGTGAAGAAAGCGCTGCTCGGCGCCCAAAACCCTGCAGAA 
AAACATGTGAT TAGCACGGCATTTGCTGCAGTGGCTGTGCTTTGCGGAGTGCTGCTTTAT 
CTTCTCCTTACAGAAACAGTCAGCGCAGACCAACTAGCTGGAGCTCTGCTTTTAGTAACA 
ATCGGTGCAGCACTATGGCTCATTATCCAGCCCTTACGACACCCACAAGTCAGCTCCGAA 
GAGAAACGAAAAGTGCTGGCATTCATCCCGATCTTCGTCTGCTCAACCGCATTCTGGGCA 
GTGCAAGCACAAACCTACGGCGTACTAGCTGTGTACTCCCAAGAACGTGTTGACCGCATG 
GTTGGCGATTTTGAGATCCCAGCAGCCTGGTCACAAT CACTCAATCCTTTTTTCATCCTG 
GCGCTGTCCATCCCGATTTCCCTGTGGTTTATGCGCGGATCACGCGCCCCAAGAGTGAAA 
ATTGGAATCAGCATTGGAGTGATCATTGCGGGAAGTGGGCTTCTAGTTCTTATTCCATTT 
GTTGGAATGCCGCTCGCGCCAGTGTGGGTGCTGCCTTTAAGTGTTTTCCTCATCTCACTG 
GGAGAACTTTTCATCGGACCCGGAGGAATGGCTGCGACTGCGCACCACGCACCACGAATA 
TTTGCCACACGATTCTCCGCCCTGTATTTCCTCACACTCGCCATCGGCATGTCTATTGCA 
GGTAATGTGTCCAAATTTTACGACCCCACCAACCACACCTCCGAGCTCCGATACTTCGCG 
GTATTTGGCATTTCGATCATCGTCATCGGTGTCGGTTCACTGATGGTGGCCAAGAAGGTT 
GGA 

>RXA0 0 63 4 -downs t ream 
TAACAGGGTTAATCTTGGGTGAT 

>RXA00 6 65-upstream 

ACCAAACACTTCTGTGCGTGACACGCGCCACCTTATACTCCCACAAGCAACACAGAACAC 
TCGGGAT C T CAAAGTT T C G AG AAAC AC AG AAAG G G C AG C A 

>RXA00 665 

ATGAGCAGCTCAACACTTCTCCTGGCTTCAGGACAAGTCACGGCATTAGCCGCTGACTAC 
ACGCTCAGCCACACCCCCTCAGATGGCATCCTGGTAGTCCTTGGCTTCGCCATGATCCTC 
ACCTTCATGACCCTGATCATGCTGGGTCGACTCACCCCAATGGTGGCCATGCTGTTGGTC 
CCCACCATCTTCGGTCTCATCGCCGGCGCAGGACTCGGCCTTGGTGACATGGCGCTTGAC 
GCCATCAAGGACATGGCGCCTACCGCGGCACTCCTGATGTTCGCGATTATGTTCTTCGGA 
ATCATGATCGACGTCGGACTCTTCGACCCCCTGATCCGCGTGAT CACCCGCGTTCTTCAC 
GATGACCCCGCAAAGGTCGTCATCGGCACCGCAGTACTTGCAGGTGTTGTCTCCCTCGAC 
GGCGACGGCTCCACCACC 

>RXA0 07 02 

TTAGGGCTCCCACCTGCGGTCATGCGCAAGCGCGTAGAGGAAACCCTTGATCTTTTAGGC 
ATCGCGGAGCTGCGATACGTGCCATTGGCGGAACTATCTGGTGGTGAGCAGCAGCGCGTG 
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GCGATTGGCGCGGTGCTGACCACTCGCCCCGCGCTGATTATCTTGGATGAACCAACCAGC 
GCTTTGGACCCTAATGGTGCCGAGGATGTGCTGGCAACCGTAACCAAGCTGGCTCATGAC 
TTGGCGATGACCGTAGTGCTTGCTGAACACCGCATCGAGCGCGTACTGCAGTACGTGGAC 
CGCGTGGCGCATGTGGGCGCTGATGGGCACGTCACTGTTGGGACGCCGGAAGAAATCATG 
GCTGATTCTGATGTGGCACCACCCATTGTGGAATTAGGACGCTGGGCTGGCTGGGCTCCC 
CTACCGCTATCGATCCGCGATGCACGCGCACACTCCGCTGACATGCGCAAACGCCTGTAT 
CAGCGTGGTTTAGTGGTGAACAAATTACACAACCACGCTGTCCAGCCACTTTTGATCGCC 
GAAGATATCATGGTTGATTTCCCCGAAATCCGTGCCGTTGACGGCGTGAACTTGAATCTC 
AACTCCGGTGAAATTACCGTGCTCATGGGCCGAAACGGCTGCGGAAAATCATCCCTGCTG 
TGGGCTTTACAAGGTTCAGGGACTAGAAATCAGGGCTCGGTGCAGGTGCTTGATGAGGCC 
GCGGGATTTTCGTGGACAGACCCCAAAACTTTAAAGCCCGCCAAGCGGCGCAATCTTGTG 
TCCATGGTTCCGCAAACACCGACCGATATTTTGTATGAAT CAACCGTGCATGCAGAGCTC 
GCACGCTCTGATAAAGATGCCGCAGCACCCGCCGGCACCACGCGGGAAATCCTGGATTCA 
CTGGTCCCGAATATCCCGGACCATCTCCACCCACGTGATCTATCAGAAGGCCAAAAGCTC 
TCCCTCGCGCTGTCCATCCAACTCGCCGCAAAACCCCGCGTGGTATTTTTCGACGAACCC 
ACCCGCGGCCTAGACTACGACGGCAAGAAATCCCTCGCCCGCTCCTTCCAACAACTCGCA 
GACGACGGCCACGCCATTTTGGTGGTCACCCACGACGTGGAATTCTCTGCACTGTGCGCC 
GACCGAGTGTTGTTTATGGCCTCTGGAAAGATCATCTCCGATGGCACAGCCGTAGAAATC 
CTCCCCGCATCACCGGCTTACGCCCCACAAGTCGCAAAAATCACCGCCGGCATCCAAGAG 
GAATCACACTGGCTCACAGTCTCGGCCGTGAAAGCTGCGCTAGGGCATGGTGAAATCTCA 

>RXA0 07 02 -downstream 

T G AT C AAC G C C AT C AC AC T CAAG 

>RXA007 2 8 -upstream 

GAT T AC T T C AC AG AT G T C AGAT C T TAAT CAAGGGC C T GGAG C T T C AAC G GC C C AAC C GAA 
ACCGATTGAAGCCAAGCCACTACGCCACCCTGGCCGGTGG 

>RXA00728 

GTGGCAGCCGCTATCATCGTGGCACTGCTCGCATGGTTTATCATCAGCGCGCTCAACAAT 
GAGGCCTACGGTTGGGATACCTACCGCTCGTATCTTTTTGACACCCGCATTGCCACCGCG 
GCACTTCACACCATTGCGCTGACCTTGCTGTCCATGATCTTGGGTGTGGTTCTCGGCGCA 
ATCTTGGCCGTCATGCGTATGTCCGGCAACCCTGTCATGCAGGGCGTAGCGTGGCTGTAC 
CTGTGGATTTTCCGCGGCACCCCAATTTATGTGCAGTTGGTGTTCTGGGGCCTGCTGGGT 
TCCTTGTACCAGTCGATCAACCTCGGTTTCGCAGAGATCGATCTGCAAAGCTTGCTGTCT 
AATATGTTCCTGCTCGCGGTGATCGGTCTGGGTCTCAACGAGGCTGCGTACATGGCGGAA 
ATCGTGCGCTCGGGCATCCAAGCGGTGCCTGAGGGCCAGATGGAGGCGTCGAAAGCTTTG 
GGTATGAACTGGTCAATGACCATGCGTCGCACCATCTTGCCGCAGGCCATGCGCATCATC 
ATTCCGCCAACCGGCAATGAACTGATCTCCATGCTCAAGACCACCTCTCTGGTTGTTGCG 
ATTCCTTATTCTCTCGAGCTGTACGGCCGCAGCATGGATATTGCGTACTCCCTCTTCGAG 
CCAGTTCCAATGCTTCTGGTTGCTGCGAGCTGGTACTTGGTCATCACCTCTATTCTTATG 
GTTGGTCAGTACTACCTGGAGAAGCACTTCGAAAAGGGCAGCACCCGCACCCTGACCGCA 
CGTCAGCTCGCT 

>RXA0 07 32 -upstream 

TCTTTGGCAAGGTAGTGAACTTCTCTGAGCGTGAGATGGGTCAATTTGGCGCACCCGTCG 
CTGATCACCCCGAAACACCAACGATGTGCAGCAGGTTCAG 

>RXA0 07 32 

ATGCTGGTGCAGATGACCTCCACTTTGATGATTTCCGCCCCGATGCTGGCCATTGGTGGC 
ATCATCATGGCGGTGCGTCAGGATCTTGGTTTGTCTTGGCTGATGGTGGTCAGTATTCCG 
GTGCTCATCATCGTGGTGGCGCTGATCATTGTGCGCATGGTTCCGTTGTTCCAAACCATG 
CAAAAGCGCATTGACCGCATCAATCAGATTATACGCGAGCAGCTCACCGGTATCCGCGTG 
ATCCGCGCGTTCGTGCGTGAAGATGTGGAACGCGAACGATTCACCACTGCTAGTAAAGAT 
GTCGCTGATATCGGCGTGCGCACCGGTAACCTGATGGCGTTGATGTTCCCTGCCGTGATG 
CTGATCATGAACCTTTCTGCCGTTGCTGTGATTTGGTTTGGTGCTTTCCAGGTGGAATCC 
GGCGAGACGCAGATCGGTACGCTCTTTGCATTCTTGCAGTACATCATGCAGATCCTCATG 
GGCGTCATGATGGCAGCGTTCATGTTTGTCATGGTTCCGCGCGCTGCCGTTTCCGCTGAT 
CGCATCGGTGAGGTTCTGGAAACCACACCGTCTGTGCAGGCGCCAGAAACACCGGCGCAG 
CCGTCGACAAGCGCTGGCGAAATCGTGTTCAACAACGCGACTTTTGCCTACCCCGGCGCG 
GATGACCCCGTGTTAAATAATGTGAGCTTCCGCGTTGCGCCTGGTAGCACGACGGCGATC 
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ATCGGCTCGACGGGTTCGGGTAAGACGACGTTGATCGGGCTGGTTCCTAGGCTTTTCGAC 
GTCACCGAAGGCGACGTTACCGTCGATGGCACCGATGTTCGT 

>RXA007 34 

AGGCACCTGCGTTATGGCAATGAAGATGCCACGGAAACGCAGCTGTGGCAGGCGCTTGCA 
ATTGCTCAGGCGGCGGACTTTGTGCGTGAGATGCCAGAGGGTCTTGATTCTGAGATTGCT 
CAGGGTGGAACCAATGTTTCTGGTGGTCAGCGCCAGCGACTAGCCATTGCCAGGGCGTTG 
TTGAAGCAACCTGAGATCTATATTTTCGACGATTCTTTCTCCGCCCTCGATGTGAGCACA 
GACGCCGCTCTTCGCCGAGCGCTGAGCACCAACCTGCCGGATGCAACCAAGTTGATTGTC 
GCCCAGCGTGTCAGCACGATTCGAGATGCCGATCAGATTGTGGTGCTTGATAACGGCGAG 
GTTGTCGGTATTGGAACGCACACGAATTTGCTGAACACGTGCGGTACCTACCGTGAAATT 
GTTGAATCCCAAGAGACTGCGCAGGCGCAATCA 

>RXA0 07 34 -downstream 
TGAGTAATACTGCAGGCCCCCGC 

>RXA0 07 5 9-upstream 

TCACCTTGAACACTTAAAACATAACTTCATCCGGCGCTTTATTAGCTTGAAGCGCCCCGC 
ACCATAATCCATTCCCCAGCAAGCAAGGACACCCACGCTC 

>RXA0 07 5 9 

ATGCTTCGTTACGTCGGGCGACGTTTGCTCCAAATGATTCCGGTCTTTTTCGGAGCGACC 
TTACTGATTTACGCCCTCGTGTTCCTCATGCCTGGTGACCCAGTCCAGGCATTGGGAGGT 
GACCGCGGCCTAACCGAGGCTGCGGCCGAGAAAATCCGTCAAGAATACAATCTTGATAAA 
CCCTTCATCGTTCAATACCTCCTGTACATCAAGGGCATGTTCGTCTTAGATTTTGGAACA 
ACCTTCTCTGGTCAGCCAGTTATTGATGTGATGGCCAGGGCCTTCCCCGTCACCATCAAA 
CTCGCCATCATGGCCCTGCTGTTTGAATCAATCCTCGGCATTATCTTTGGTGTCATCGCA 
GGTATTCGCCGCGGAGGAATCTTCGACTCCACCGTGCTGGTCCTTTCTCTGATAGTCATC 
GCAGTCCCCACCTTCGTCATTGGTTTCGTGCTGCAGTTCTTANTCGGCGTGAAATGGGGC 
TTACTGCCCGTCACCGTAGGTTCCAACACATCAATAACGGCGCTGATCATGCCGGCTGTC 
GTACTGGGTGCAGTATCGTTCGCCTACGTTCTTCGCCTCACCAGACAATCCGTGAGCGAA 
AACCTCCGCGCTGATTACGTTCGAACCGCTCGAGCAAAAGGCATGTCCGGATTCAACGTG 
ATGAACCGCCATGTGCTTCGAAACTCACTGATTCCCGTTGCCACCTTCCTGGGCGCCGAT 
CTCGGTGCACTGATGGGTGGAGCGATTGTCACCGAAGGTATCTTCGGCATCAACGGTGTC 
GGTGGAACGCTCTACCAGGCCATTTTGAAAGGTGAACCCACCACGGTTGTCTCCATTGTC 
ACTGTGCTGGTCATCGTCTACATCATCGCCAACCTTCTCGTGGACTTGATCTACGCCGTT 
CTCGATCCGAGGATCCGCTATGCC 

>RXA007 5 9-downstream 
TAATAATGAATTCCACACAAACC 

>RXA007 60-upstream 

ACCACGGTTGTCTCCATTGTCACTGTGCTGGTCATCGTCTACATCATCGCCAACCTTCTC 
GTGGACTTGATCTACGCCGTTCTCGATCCGAGGATCCGCT 

>RXA007 60 

ATGCCTAATAATGAATTCCACACAAACCACTCGTTGGGCCAAGATGATCAAACCCCAGAT 
CAGGCTCATTTCTTCCCACAAGGACGAGGCGAGGCTCTAGTTCGACCAGGTCAAGAGCAC 
TTCATCGCAGCCACTGATGAAACCGGACTTGGTGCCGTCGATGCTGTTGCTGATGACTCT 
GCACCAACCTCCATGTGGGGCGAAGCGTGGCGAGACCTTCGTCGTCGACCACTGTTCTGG 
GTCTCTGCGGTGTTGATTATTTTGGCGCTTCTCCTGGCCGCAGTTCCGCAGCTGTTTACC 
TCAACGGATCCCCAGTTCTGTGTGCTGGCAAACTCTCTTGATGGTCCACAGTCTGGACAT 
CCCTTCGGATTCGACCGTCAAGGTTGCGATATTTTTGCTCGTACCGTCTACGGTGCTCGT 
GCCTCGGTCGCCGTCGGTGTGTTGACCACGTTACTGGTCGCCCTCATCGGTACTGTATTT 
GGTGCTTTGGCTGGCTTCTTTGGTGGCATCATGGATACCATCCTCTCCCGCATCACCGAC 
ATGTTCTTCGCCATTCCACTGGTTCTGGCAGCCATCGTTGTGATGCAGATGTTCAAGGAA 
CACCGCACCATCGTCACCGTGGTTTTGGTGCTTGGGCTTTTCGGCTGGACCAACATTGCG 
CGTATTACCCGTGGAGCGGTGATGACCGCAAAGAATGAAGAGTATGTCACCTCCGCACGT 
GCGCTTGGTGCATCAAAAGCCAAGATACTGCTGTCTCACATCATGCCAAACGCCGCAGCA 
CCCATCATTGTGTATGCAACTGTGGCACTGGGAACATTCATCGTGGCAGAGGCGACGCTC 
TCCTTCCTGGGCATTGGCCTTCCACCATCAATTGTCTCCTGGGGTGCTGATATCGCGAAG 
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GCACAAACCTCCCTTCGTACCCAACCCATGGTGCTGTTCTACCCCGCAATGGCACTTGCA 
CTAACCGTTTTGAGCTTCATCATGATGGGCGATGTCGTCCGCGACGCTCTGGATCCTAAG 
TCGAGGAAGCGA 

>RXA0 07 60-downstream 

T G AC C AC C AA C A T C C C AC AAAC C 

>RXA0 07 61-upstream 

TGCTGTTCTACCCCGCAATGGCACTTGCACTAACCGTTTTGAGCTTCATCATGATGGGCG 
ATGTCGTCCGCGACGCTCTGGATCCTAAGTCGAGGAAGCG 

>RXA0 07 61 

AT G AC C AC C AAC AT C C C AC AAAC C C C C AAC C AC GAG G G T G AAC AG C C AC T G C T C GAG C T G 
AAGGATCTAAAGATTTCCTTCACCTCCTCCACCGGTGTTGTCGACGCTGTCCGTGGCGCA 
AACCTCACCATTTATCCTGGCCAATCTGTTGCCATCGTGGGTGAATCCGGTTCAGGTAAA 
TCGACCACGGCAATGTCGATCATCGGTCTGCTTCCAGGCACCGGCAAAGTGACCGAAGGT 
T C CAT CAT G T T T GAT G G C C AAG AC AT C AC AG G C T T G AG T AAC AAG C AG AT G G AAAAG T AC 
CGCGGTTCAGAAATCGGACTGGTCCCCCAGGATCCGATGACCAACTTGAACCCGGTGTGG 
CGCATCGGCACCCAGGTCAAGGAATCCCTCCGAGCCAACCACGTGGTTCCAGGCTCAGAG 
ATGGACAAGCGCGTGGCAGAAGTTCTGGCCGAGGCAGGTCTTCCTGATGCTGAGCGTCGC 
GCAAAGCAGTACCCACATGAGTTCTCTGGCGGTATGCGCCACCGCGCACTGATCGCCATT 
GGTTTGGCGGCACGCCCGAAGCTCTTGATCGCCGACGAGCCCACCTCTGCG 

>RXA007 7 4-upstream 

ATTATCGCCTTATAGTGTTGCCATGCGTACTGCATATAGACAGCAATTGGATGAATTCGC 
AC AC AAT C T AAT CAT T T T G T GT GAT C T AAC T AAGG AGT GC 

>RXA007 7 4 

ATGGATAAGGCGACTGATGCCCTCCTGCGCACTTCTTTGGCATCGGCAGAAAGCGCTTTA 
GGCAATGCAGAAAAGCTTGAAGAGCTTCGTACTGGATGCGAGTCTCAAGCCGTCGAACTT 
TTGGCGCTTGAAACTCCTGTAGCCCGTGATCTTCGCCAGGTTGTCTCCTCCATCTACATC 
GTCGAGGAAATTACCCGTATGGGTGCTCTGGCAATGCACGTGGCTAATTCCGTGCGCCGC 
CGTTACCCCGATCCGGTGATCCCGGAGGACATGCGTGGCTATTTCAAGGAGATGGCCCGC 
CTCGCAGCTGACATGACAGATCATATTCGTCAGATCCTCATTGATCCTGAACCAGATCTT 
G C C C TAG AG AT G G C T AAAAG C GAT G AC G C G G T G GAT GAT C T G CAT C AG C AC AT CAT G C G T 
ATTCTCACGCTGCGTCCTTGGCCTCACGACACCAAGAGCGCGGTTGATTTGACGCTGCTT 
TCCCGCTTCTACGAGCGTTACGCCGATCACACGGTAAACGTGGCCGCCCGTATCATTTAC 
CTGTCCACCGGGCTGCACCCGGAGGAGTACATGGAAAAGCGCGAGCAACAAAGGGCCGAT 
GCCGACATGGAGAAGCGCTGGGCCGAGCTGGAGCGGCAGTTCCGCACCAGCGAG 

>RXA0 0 7 7 4 - downs t re am 
TAAAAAGCTGCTTCTCGACGCTA 



>RXA0 0775-upstream 

TCATCATCGCTGTCCTGAACATTGGCGCACGAATCATCTCCGCCAAGTTCTCTGTCAAGC 
AATAATAATCTCAGAAAATACAACAGGAGTATCTAAAGCG 

>RXA00775 

AT G T C G AAG C T C AAG C T C AA T GAT G T C AAC AT C T AC T AC G G T GAT T T C C AC G C AG T G C AG 
AACGTGAACCTCGAGGTTCCTGCACGCTCTGTCACCGCATTCATCGGACCATCCGGCTGT 
GGCAAGTCCACAGTTCTCCGCTCCATCAATCGTATGCACGAGGTCACCCCAGGTGCATAC 
GTCAAGGGCGAGATCCTTCTCGACGGCGAGAACATCTACGGCTCCAAGATCGACCCAGTT 
GCAGTCCGTAACACCATCGGCATGGTCTTCCAGAAGGCTAACCCATTCCCAACCATGTCC 
ATCGAGGACAACGTGGTTGCAGGTCTGAAGCTTTCCGGCGAGAAGAACAAGAAGAAGCTC 
AAGGAAGTTGCTGAGAAGTCTCTTCGTGGCGCAAACCTGTGGGAAGAGGTTAAGGATCGT 
CTGGACAAGCCAGGCGGCGGCCTCTCCGGTGGTCAGCAGCAGCGTCTGTGCATCGCTCGC 
GCGATCGCGGTTGAGCCAGAAATCCTCCTCATGGACGAGCCTTGCTCCGCGCTTGACCCA 
AT C T C AAC CCTGGCTGTG GAG G AC C T TAT C C AC GAG C T G AAG G AAG AG T T C AC CAT C G T C 
ATCGTGACCCACAACATGCAGCAGGCTGCACGTGTGTCCGATCAGACCGCGTTCTACTCC 
CTGGAGGCGACCGGTAGGCCAGGTCGTCTGGTTGAAATCGGACCTACCAAGAAGATCTTC 
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G AAAAC C C AG AT C AG AAGG AAAC C G AA G A T T AC AT CTCCGGCCGCTTCG G A 

>RXA007 7 5-downstream 

T AAAT CG AAG AAT T AAAGC C AC T 

>RXA007 7 6-upstream 

CGTACATCTCCGCCGGCCTCGTGCTGTTCGCCCTTACCTTCATCGTCAACGCTGGCGCTC 
GCGCCATGGTTAACCGCGGAAAGTAGAAGGGGACAAAATC 

>RXA007 7 6 

ATGACTAACAATGTTGTTACTCCGCGCATGGATGAGCCTTTAAAGAAGAGCTCAGCCTTC 
ACCGACATCTCCTCCAGCCGTAAGACCACCAACACCGCAGCAACCGTCATCATTTATGGT 
GCGATGCTCATCGCAGCTGTGCCACTGGTTTGGGTGCTGTGGACCGTGATCTCTCGAGGC 
ATCGCTCCGATCCTCACTGCTGATTGGTGGTCCACCTCCCAGGCTGGCGTCATGCTGATG 
CTGCCAGGCGGCGGTGCAGCTCACGCCATGATCGGTACCTTCATGCAGGCGGTAGTCACC 
TCGGTGATTTCCATTCCAATCGGTATCTTCACCGCAATCTACTTGGTGGAATACTCCAAC 
GGTAACCGTCTCGGACGCTTGACCACCTTCATGGTTGACATCCTCACCGGTGTTCCTTCC 
ATCGTTGCGGCACTGTTCGTGTACTCCTTGTGGATCGTGCTCTTCGGCTTCGACCGCTCC 
GGCTTCGCAGTGTCCCTGTCACTGGTGATTTTGATGGTTCCAGTGATCATCCGAAACACC 
GAAGAAATGCTCCGCGTTGTTCCTCAGGATCTGCGTGAAGCGTCCTACGCACTGGGCGTG 
CCAAAGTGGAAGACCATCGCAAAGATCGTTCTCCCAACCGCACTGTCCGGTATCGTCACC 
GGCGTCATGCTCGCAGTCGCTCGTGTCATGGGTGAGTCCGCACCAGTTCTGGTCTTGGTT 
GGTTCCTCCCAGGCCATCAACTGGAACCCATTCGGCGGTCCGCAGGCTTCCCTTCCACTG 
ATGATGCTTGATATGTACAAGGCCGGCACCGCACCAGCAACGCTGGACAAGCTGTGGGGC 
GCAGCCCTCACCCTGGTGCTCATCATCGCTGTCCTGAACATTGGCGCACGAATCATCTCC 
GCCAAGTTCTCTGTCAAGCAA 

>RXA007 7 6-downstreara 

T AAT AAT C T C AGAAAAT AC AAC A 

>RXA007 7 7-upstream 

TTAAGTGAATCGGGCGCCCTCTCCCAGCAATTGAGGGTAGGGCGCCCGATTTTACTAACA 
AG CTTTTTAT C AAT AC G C C AG T T AAG G AAA T AlAAC C AC C A 

>RXA007 77 

ATGGCCACTAATGAGTCAGTCTCGGAGAAGCAACGCCTGGATGCAACCAGGGTGCAGGCA 
CATCCTGTAGCAGTTAATGCGAACTCCTCTCAGACCAAGCCTTCAAAGAAGATTGTCGCC 
GAAGGTGGCGGAAGCGTTAAGCGTCCCGGCGATCGCATCTTCGAAGTCCTATCCACCGCT 
TCTGCAGCAATCATTACTGCGATAATCATTGCCATTGCGGCGTTCCTTATCTGGCGTGCT 
GTTCCCGCCTTGATGCGAAATGCTGAAGGTATTGGCGGATTCTTCACTTATTCAGGCGCT 
TGGAACACCACCGACATTGATGCAATGTACTTCGGTATTCCAAACCTGCTAGCTGCAACA 
CTTCTCATCTCTGTCATCGCACTGATCATCGCCATGCCGATTGCTCTTGGTATTGCGATC 
TTCTTGTCCAACTACTCACCAAAGCGCCTGGTTAAGCCACTTGGCTACATGGTGGACATG 
CTGGCTGCTGTGCCTTCCATCGTCTACGGCCTTTGGGGCTGGCAGGTGCTCGGACCAGCT 
CTGTCCGGTTTCTACACCTGGATTGAAAGCTGGGGCGGAAGCTTCTTCCTCTTCGCTACT 
TACCAAAACTCACCTTCTTTTGCTACCGGCCGTAACATGCTCACCGGTGGCATCGTGCTC 
GCAGTGATGATCCTTCCTGTTATCGAAGCAACCGCACGTGAAGTTTTCATACAGACTCCA 
AAGGGCCACATTGAATCTGCTCTTGCACTTGGCGCAACCCGCTGGGAAGTCGTTCGTTTG 
ACGGTTCTCCCATTCGGAATGTCCGGCTACGTTTCCGGCGCGATGCTCGGCCTCGGCCGC 
GCACTGGGTGAGACCATGGCGCTATACATGGTTGTTTCTCCATCCTCGGCGTTCCGCTTC 
TCGCTTTTCGATGGCGGTACCACCTTCGCAACGGCCATCGCCAATGCCGCTCCAGAATTC 
AACGACAACACCCGCGCAGGCGCGTACATCTCCGCCGGCCTCGTGCTGTTCGCCCTTACC 
TTCATCGTCAACGCTGGCGCTCGCGCCATGGTTAACCGCGGAAAG 

>RXA007 7 7-downstream 
TAG AAG G G G AC AAAAT CAT G AC T 

>RXA00828 

GAGCACCAATTTGTGGCGCGCACTGTGCGTGATGAGCTAGAAATTGGTCCGAAAATCATG 
AAAGTTGATGCAAGCGAGCGCATCGAGGAGTTGCTTGATCGGTTGCGCCTCCGCCACTTA 
GAAAATGCTAATCCGTTTACCTTGAGTGGTGGAGAAAAGCGCCGCCTATCTGTGGCGACA 
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GCCTTGGTGGCAGCACCGAAACTTCTCATTTTGGATGAGCCTACGTTTGGCCAAGATCCC 
GAGACCTTCACAGAGCTGGTGACGATGTTGCGTGAATTAACAGACAACGGAATCAGCATT 
GTGTCAGTAACCCATGATCCTGATTTCATCGCAGCGCTGGGCGATCACCACATTGAGGTG 
AGCGCGAAG 

>RXA00828~downstream 

T G AACC T GC T GAT C AAAAT T AAT 

>RXA008 32 

ACACTGACAGCAGTGGTGTACGGGTTCTTCCTGTTTCGCCAAATGGGTGCCCAAGCTGGT 
GAATTTCAAGAGGTCGAGGTCGCAGAAAAGGCAGACGACGCAGCAAAATGGGAGGTCCCA 
TTTAGAGGCTTAATCTTGATTATCACTGTGCTCCCCATCGTGTTGCTGTCCCATGACATG 
GCCACGGTGATGGATGAAGTCCTGGCAAGCCTTGGTGCACCCGTAGCAATGGCTGGATTA 
ATTATTGCCACCATTGTCTTCTTGCCAGAGACCATCACCTCCTTGAAAGCTGCGTGGACA 
GG AGAG AT T C AGCG AGT AAGC AAC C T CGCGC AT GG AG CCCAAGT AT CAACGGTGGGGCTG 
ACAATCCCAGCTGTTCTAGTGATCGGCGTGATCACAGGTCAAGATGTAGTTTTGGGGGAG 
ACCCCGATCAACTTGTTGCTGCTGGGAACCACCATTGCGGTGACAGCCATTGCGTTTAGC 
TCCAAGAAAGTCAGTGCTGTGCATGGCTCGGTGCTGCTCATGCTTTTCGGTGTTTACATG 
ATGAGCATGTTCGCC 

>RXA0 0 8 32 -downstream 
TGATTTAGGTAGCCTGGTGGGAA 

>RXA00 934 

CCAAGTTTTTCCATGGCGGCGCTACCCTTTGCGGAAGGCCCCATCGTTGCTACTTACCAC 
GCCTCCAGTAGCGGATCGAAGCTGCTCAAGGCTTTCTTACCAGTGCTTTCGCCCATGCTG 
GAGAAAGTGCGCGCAGGCATCGCCGTGTCTGAAATGGCTCGGCGCTGGCAGGTGGAGCAA 
GTCGGCGGCGATCCCGTGCTGATCCCCAACGGGGTAGAGACCTCCATGTTCAAAGCCGCG 
CGCCAAATCGAACCGAATGATCCTGTAGAGATCGTCTTTTTGGGTCGCCTCGATGAGTCC 
CGCAAAGGCCTCGACATCCTCCTGCGCGCTCTGACCAGGCTGGATCGCCCGTTTACCTGC 
ACCGTCATTGGCGGCGGCACCCCGCGAGAAGTCGCCGGCATCAACTTTGTGGGCCGCGTC 
AGCGATGAGGAAAAGGCAGCAATCTTAGGTCGCGCAGACATCTATGTCGCACCCAACACC 
GGCGGCGAAAGCTTCGGCATCGTGCTAGTTGAAGCGATGGCCGCGGGATGCGCTGTCGTC 
GCCAGCGACCTAGAAGCGTTCTCCCTGGTCACCGATTCTGAAGCCGCACAGCCAGCGGGC 
GTGCTATTTAAAACCGGCTCAGACGCCGACCTAGCCAAAAAACTTCAAGCGCTTATCGAC 
GACCCCTCCTCCCGTTCCACGCTTATCGCCGCGGGGCTAAAGCGCGCAAACGCCTACGAC 
TGGTCGACAGTATCCACCCAGGTCATGGCAGTCTATGAAACCATTGCGATCGACAAAGTG 
AGGCTTGGA 

>RXA00 934 -downstream 
TGACCCTTGTTTACCTCCTCATC 

>RXA0 0 93 9 

GGTGTCCTGCTCGGTGGAGTGACCATGTCGATTGGCATGCTCGTCCACGAGGCCTCCGTC 
CTGCTGGTCATCGCGATTGCGATGCTCCTGCTGCGCCCCACCCTGAAGGAAGACAAGGAC 
AAGGCAGACGTCAGTACTGCTGACGCCGCGAAGGAGACGCTGAGCGCC 

>RXA00 939-downstream 
TAACGACACAATCGCCACAGCCA 

>RXA00 94 2-upstream 

CATTGACCGGCAGCTCGTCTGATTCACTGCACATCGTACATTGGACGGTGGACACGTTTC 
AGAG T C C GC T G GAT T T CAT C AC AT C G G AAG G AAGAG AAT T 

>RXA00942 

TTGAGTACCAAAAATTACCACGTCGAGGGTTTGACCTGCGCAAACGGTGTAGCTTCCGTA 
GAGGATGAAATCGGCATTGTTGCGGGCACCCAGGGTGTGGATATTGATATTGAGACCGGC 
CGCGTCACGGTGACTGGTGAAGGTTTCACTGACGAGGAAATCATTGAGGCTGTCGCGAAC 
GCGGGCTACAAAGTTTCTGGGCGG 

>RXA0 0 94 2 -downs t ream 
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TAG CACAAT T AC AC AT TCATCTC 
>RXA0 0 95 0-upstream 

TCTCCGTACGCCCCACGAAGACACCTCGAAGTTCCCACGCGAAATGTTTCACGTGAAACA 
TCTGCTGATTTTTGTCTCCAAGTGGAGTTGAATGAGAGTT 

>RXA00 950 

ATGAACACTCCGGCAGTTCAGGTTCAAAATCTAAGTTTGAGTTTTGGGTCGTTCACAGCT 
GTCAACGGCCTCAGCCTCACGGTGGAGCAGGGGAGCATTCACGGCTTCCTCGGCCCCAAC 
GGTGCAGGAAAGTCAACAACCATCAGGGCACTCATTGGAGTGCTAAAACCCCAAACAGGT 
TCAGTCGCTATTCTCGGCCAAGATCCTGTTGCTCACCCCGATGTCCTTCGAAGAGTTGGC 
TACGTTCCAGGAGATGCCACACTGTGGGACAACCTCACTGGGGCGGAAGTTTTCAGGGCG 
CTCGAATCACTCCGCAAGACTCCATCCAACCGAGCTCTAGAAAACGAGCTCATTGACGCC 
T T C C AA T T G GAT C C C T C G AAGAAGAT C C G C GAAT AC T C GAC AG G T AAC AG AAG G AAAG T C 
AGTCTCATCGCGGCGCTCAGTCATGAGCCCGAGCTCCTCATCGTTGACGAGCCCACCGCA 
GGCTTGGATCCCATCATGGAGCAAGTCTTTGTCACCTATGTCCGCAAGGCACGAACCAAC 
GGCGCGTCCGTGT TACT CAGCAGCCACATTCTCAGTGAGGTGGAGCAGCTGTGT GAT TAC 
GTCACGGTCCTTAAAGAGGGGCGAGCAGTTGCATCTAATGAGGTGAGCTATCTGAGGAAG 
ATCTCCGCTCACCGCATTACTGCCACGATTCCGGCGGTACCTCAACACCTTGCTGGCAGG 
GGAGAAGTGGATTTCGATGCTGGCCATCTCAGCATCACCTGCGATGCCTCCGAGGTTCCC 
GATATTTTGCGCATCATCATCGACGCTGGCGGCCAGGACAT CATCAGCACCGCGGCGTCG 
CTGGAGGAGATCTTCTTGCGTCACTATGGAGAAACCGTGAGTGGTTCAGAAAGCAAGGCA 
TCACAA 

>RXA0 0 95 0 -downstream 
TGATCCGTCTTAATCTACGTCTT 

>RXA00 960 

CTGAAAAACGATGTTGATGTCAACGTCGCAGGCTTTGTTGTCCCACTGTGCGCCACCATC 
CACCTAGCTGGATCGATGATGAAGATCGGCCTCTTCACCTTCGCTGTTGTCTTCATGTAC 
GACATGGAAGTAGGCGTCGGCCTCTCCATCGGATTCCTCCTCATGCTGGGCATCACCATG 
ATCGCCGCACCAGGCGTTCCCGGCGGAGCCATCATGGCAGCAACCGGCATGCTGGCCTCC 
ATGCTCGGATTCAACACCGAACAAGTCGCCCTCATGATCGCCGCTTACATCGCGATTGAC 
TCCTTCGGCACCGCAGCAAACGTCACCGGCGACGGCGCAATCGCAGTCATCGTGAACAAA 
TTCGCCAAGGGCCAGCTGCACACCACTTCCCCAGATGAAATCGAAGAAGACGACCGCGTT 
G C C T T C GAC AT C AC T C C AT C G GAT G T G G AAC AT C AC AAG 

>RXA0 0 9 60~downstream 
TAGAAACCCGCATTTTCTGTAGT 

>RXA00 98 0-upstream 

GTTGATGGACAGGCAGGTTGCTGTTGGATCTGCTGAGTTACTTGATCATGAACCAGACTC 
GACCAGGATCCTGGAGCTAAATGCCGAAGGAAAGACCGCG 

>RXA0 0 98 0 

ATGTTTGTCGGAGTGAACGGACACGCCATTGGAATCGTGGCCGTCGCCGACGCCGTTCGT 
TCAGATTCTGCCTCAGCAATCGAATCGCTGCATAAGGCGGGCATTCAAGTTGTCATGGCG 
ACTGGCGACGCTCACCGCGTTGCACAAAACGTGGCCTCCAAGCTGGGAGTGGATGAAGTC 
TACTCAGAGCTACTCCCTGAACAGAAATTAGAACTGGTGCGTGATCTGCAAGCTGCCGGC 
AAAACGGTCGCGATGGTGGGTGACGGAGTCAACGACACCCCAGCATTGGCAGCTGCTGAT 
ATCGGAGTAGCGATGGGCGTGGCAGGTTCCCCTGCAGCCATTGAAACCGCTGATATCGCA 
CTCATGGCGGATCGTCTCCCACGGCTGGCACATGCAGTGACCTTGGCAAAACGCACCGTA 
AGAACCATGCGCATCAATATTCTGATTGCGTTGGCTACCGTGATGGTGTTACTAGCTGGC 
GTCCTATTTGGCGGAGTTACCATGTCGGTTGGCATGCTCGTTCACGAAGCAAGCGTGCTG 
CTTGTTATCAGCATCGCCATGCTGTTGCTGCGTCCAACACTTAAAGAAGATGCTGCGCAA 
G C AAG T GAT AT T AAAC G C T C G G AAAT AC AAC AG AT C GC A 

>RXA00 98 0-downstream 
TAACCAAT GGCTGGG TACT GAT G 

>RXA01000 
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ATGTTGGCTGCCCGCGGGGTGGGACCTTATTGGCTGCGTACCGTTTTACGGTTCGTGTTC 
GCGGTGATTCGTGCGTTCCCCGAAGTGGTTATCGCAATTATTTTGCTAACTGTCACCGGC 
CTAACTCCTTTTACTGGTGCGCTCGCATTGGGTATCTCCGGTATTGGACAACAGGCAAAG 
TGGACCTATGAAGCCATTGAGTCCACTCCCACCGGCCCGTCAGAGGCAGTGCGTGCAGCG 
GGTGGAACTACGCCGGAGGTTCTGCGGTGGGCGTTGTGGCCACAGGTTGCGCCATCCATT 
GCATCTTTTGCCCTGTACCGCTTTGAGATCAACATCCGTACCTCTGCGGTATTGGGCATC 
GTTGGTGCAGGTGGTATCGGTAGTATGCTTGCCAATTACACCAACTACAGGCAGTGGGAC 
ACCGTGGGCATGCTGCTCATCGTCGTGGTTGTCGCAACGATGATCGTCGATCTCATCTCC 
GGCACCATCCGCCGCCGCATCATGAAGGGGGCTAGTGACCGTGTCGTGGCACCAAGCAAC 

>RXA0 100 0 -downs t ream 
TGACGCTCCACCAAGCATCCGCA 

>RXA01002 

CCCACGGAGCACGACAAGCAGATTGCTTTTCACGCGTTGGAGTCCGTGGGCATTTTGGAC 
AAAGTGTGGACCCGAGCTGGTGCTTTGTCGGGTGGACAGAAACAGCGCGTTGCTATTGCG 
CGCGCCTTATCGCAAGATCCGTCTGTCATGCTGGCAGATGAGCCTGTGGCAAGCCTTGAT 
CCGCCAACCGCGCATTCCGTGATGCGCGATCTAGAAAACATCAACAACGTGGAAGGCCTC 
ACCGTGTTGGTGAACTTGCACTTGATTGATTTGGCTCGTCAATACACCACAAGGCTTGTG 
GGTTTGCGTGCCGGCAAGCTGGTCTATGACGGTCCTATCTCTGAGGCCACCGATAAAGAC 
TTTGAAGCTATCTATGGTCGCCCCATCCAGGCTAAAGACCTGCTAGGTGATCGCGCA 

>RXA0 10 02 -downstream 
TGACCACGCCTTCTTCTACACTT 



>RXA010 03-upstream 

AGCTGGTCTAT GACGGTCCTATCTCTGAGGCCACCGATAAAGACTTTGAAGCTATCTATG 
GTCGCCCCATCCAGGCTAAAGACCTGCTAGGTGATCGCGC 

>RXA010 03 

ATGACCACGCCTTCTTCTACACTTATCCCACAAAAGCCTCGGGCTGGGGTAAAGACCTAT 
CTCATCATCGGCGCCATCGTTGTCTTCACCGTGGCAACAGCAACCCCAGCGCTAGGTGGC 
ATTGAGCTTGATTTCGCTTCCATTGCTGCGAATTGGCGCAATGGTGCCAACAAACTCCTG 
CAAATGCTGCAGCCCAACTTTGCGTTCTTGCCTCGTACGTGGCTTCGCATGTTGGAAACC 
CTGCAGATGGCGCTTGTTGGAGCTGTCTTGTCTGCTGCCGTATCGGTGCCTTTGACGTTG 
TGGGCAGCGCAGGCAACCAACACCAGTGCGATTGGTCGTGGCATTGTCCGCACCATCATT 
AACGTGGTGCGCTCTGTCCCCGACTTGGTGTATGCCACCATCTTGGTCGCCATGGTTGGT 
GTCGGCGCATTACCTGGCATTTTGACGCTGTTTCTGTTCAACCTGGGCATCGTGGTCAAG 
CTTGTCTCTGAGGCCATTGATTCCACTGAGCATCCCTATATGGAAGCAGGACGCGCAGCA 
GGTGGATCACAGTTCCAAATCAACCGAGTCTCCGCGCTTCCTGAAGTCATGCCGCTCTTT 
GCCAACCAATGGCTCTACACCCTAGAGCTGAATGTACGCATCTCCGCCATCCTTGGCATC 
GTGGGCGCAGGTGGCATCGGCAGGCTGCTTGATGAACGCCGAGCTTTCTATGCCTACGCG 
GATGTTTCCGTGATCATTCTGGAAATCCTCATCGTGGTGATTGTCATTGAAGTAATCTCC 
AACGCACTTCGAAAGAGGCTGGTA 

>RXA01003-downstream 
TGAGCACCTTAACCTCTCACCGC 

>RXA01006-upstream 

GCCTTACGTGAAGGGCTTTAGCCCCGAAGTGATCGGCCGCCCCAGCTTCTATGAGACCTA 
CATTGACCATTCCAGCGACCATTCCAGTGAGGAGGACTAA 

>RXA0100 6 

ATGACTACCTCGCAGATTCTGCGCCGCATCGGCCAAGCCGTCTTGGTCTTGTTGGTCACC 
TTTACCTTGGCGTTCATCATGCTTTCCGCCCTCCCTGGCGATGCTGTGTCCGCCCGCTAT 
TCCAGCCCTGATTTGGGTCTGTCACCTGAGCAGATCGCACAGATCCGTGAATCCTATGGT 
GCCGATGAATCCCTGATCGCTCAGTACTTCTCCACCTTGGGTGGCTTCCTTGTAGGTAAC 
TTCGGTTACTCCGTACAAACCGGAACTGCCGTGGCAACCCAGCTGGCAGAAGCCCTACCA 
GGCACCTTGACCTTGGCTATTTTGGCATTCTTGCTCGCAGCCATTTTGGCACTGGTTATT 
TCCATTCTTGCCACCATGGATCGCTTTGCATGGATCAAGGGCATCTTCCAGGCTCTGCCT 
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CCATTCTTTGTGTCCCTTCCAAGTTTCTGGTTGGGCATCATCTTGATCCAGATCGTGTCC 
TTCCGCCTTGGTTGGGTCCCCGTTATTGGGACCACCCCGGCACAAGGACTGATCCTGCCG 
ACCATCACCTTGTCCATCCCAATTACCGCTCCGCTTGCACAGGTGCTCATCCGCTCGATT 
GAAGAGGTCAAGGCACAACCGTTCATCGCGGCTGTTCGTGCTCGCGGTGCGGGTGAAATG 
TGGATCTTCTTCCGCAACATCATTCGCAACGCCCTTTTGCCAACCCTGACGATTGCCGGC 
ATCTTGTTTGGTGAACTAGTCGGTGGGGCCGTGGTCACCGAGGCAGTGTTCGGCCGCGCT 
GGACTTGGCCAAATGACCGTCAACGCAGTGGCCAACCGCGATATGCCAGTGATGCTTGCC 
ATCGTGGTGATCGCAGCT 



>RXA0 10 12 -upstream 

GACCTCATGGTGGCTGACTGTGCTGCCTGGTTTTGTCATCATCGCCGTGGTTATGTCTGC 
CAACTACCTAAGCCGCATCATTCAGAAGGAGGCATAGAAA 

>RXA01012 

ATGACTACTCCCTTGTTAGAGATCAACGATCTGGTTGTCTCCTATCAAACTGCTAAAGGT 
TTGGTGCATGCTGTCAACAATGTCAGCCTGGAGGTGCACCCTGGCCAAATCACCGCGATT 
GTTGGTGAGTCCGGTTCTGGTAAGTCCACCACCGCTCAGGCCGTGATTGGTTTGCTGGCT 
GATAATGCTGAAGTGGATTCTGGTCGGATTTCTTTCAACGGCCGTTCCCTTGTTGGCTTG 
AACGCACGTGAGTGGAAAAACGTTCGCGGTACCAAAATTGGTTTGATTCCGCAGGACCCC 
AACAACTCTCTGAACCCGGTGAAAACTATCGGCGCTTCAGTGGGGGAGGGCTTGGCTATC 
CACAAGCGTGGAACCGCCGCCGAGCGCAAAAAGAAGGTCATTGAGCTTC TAGAGCGCGTG 
GGTATTGATAACCCAGAGGTCCGCTAT GACCAGTACCCGCATGAGCTGTCTGGTGGCATG 
AAGCAGCGCGCGTTGATTGCCGCTGCCATTGCACTTGAACCAGAGCTGATCATTGCCGAT 
GAGCCCACATCTGCGCTGGATGTGACCGTGCAGAAAATTATTCTCGATCTGCTGGAAGAC 
ATGCAGCGTGAATTGGGCATGGGTATTTTGTTCATTACTCACGATCTAGCCGTGGCAGGC 
GATCGGGCGGATCGCATCGTCGTCATGCAAAAAGGCGAGGTGCGCGAAAGTGGTTACGCG 
GCTTCGGTCTTGACCGACCCCCAGCATGAGTATTCCAAGAAGTTGCTTGCCGACGCGCCC 
TCCCTCACCATCGGCGAGATCCCCACGCGAGTTCCGGCCGTAGATCCGGAGGTAGCGCAG 
GCCAAAGGCCCGCTTCTGGTAGTGGATAAATTCCGCAAGGAACACCAACGAGGCAAAGAA 
GGAGCATTTGTTGCCGCAAATGATATTTCCTTCGAAGTACTGCCTGGCACCACGCATGCC 
ATCGTCGGTGAATCCGGTTCTGGTAAAACCACGCTTGGCCGCGCGATCGCGATGTTTAAT 
ACGCCGACCTCTGGTTCCATTTCAGTAAGTGGCAAGGACATCACCAACCTGTCCAAGGCC 
CAGCAGCGGGAACTGCGCCAGCAAATCCAGCTGGTGTACCAAAACCCGTATTCTTCCCTG 
GATCCTCGCCAAACCATTGGCTCCACCATCGCGGAACCTCTGCGCAATTTCACCAAGGTG 
AGCAAGCAGGAAGCCGACGAAAAGGTGGCACACTACCTGGAACTGGTGGCGCTTGACCCG 
GCTCTTGCCACCCGTCGCCCACGTGAGCTCTCTGGTGGTCAGCGCCAGCGCGTCGCCATT 
GCTCGTGCCATGATTTTGGAACCTGAATTGGTGGTTTTCGACGAAGCCGTATCCGCGTTG 
GATGTGACTGTGCAGGCACAAATCCTGCGCCTGCTCGACGATCTGCAACGAGAGCTAGGC 
TTGACTTACGTGTTTATTTCCCACGACCTGGCTGTGGTCCGTGAAATCTCTGACACTGTG 
TCTGTGATGAGTCGCGGCAACCAGGTGGAACTTGGAAAAACCGCAGAAGTATTTAACAAC 
CCGCAAACCGATTTCACTCGCCGACTCATCGACGCGATCCCAGGATCGCGCTATCGTGGT 
GGCGAACTCAATCTTGGACTA 

>RXA01012-downstream 

T AG GAG C AGA T C T T AAAAAT G T C 



>RXA01013 

TTGGGCAATCCTTGGACGAGGCCTGCTGCTGTTATTTCCATCGTGGTACTCGCCGTTGCG 
GTGCTGATGGCACTTGTTCCTGGACTGTTTACCTCCCAGGATCCGTTCACTGGCGATGAT 
GTGGCGCTGCTTGGGCCAAGTGGCACCCACTGGTTTGGTACCGATTCCGTGGGACGCGAT 
CTCTACAGTCGTGTTGTTTACGGCGCGAGGGAAACCCTGCTCGGTGCACTGATCGCAGTG 
CTGGTTGGTCTGATCGTGGGAACCCTGATCGGACTGCTCGCAGGTGCACAGCGCGGTTGG 
GTTGACACTGTATTAATGCGTTTCGTGGATGTGCTGTTGTCCATCCCGGCACTGCTGCTC 
AGCTTGACTGTCATTATCCTTTTGGGATTCGGCACCATGAACGCAGCGATCGCAGTCGGT 
ATTACCTCTGTTGCCACCTTCGCGCGTCTGGCGCGTTCCCAGGTGATGACTGTTGCAGGT 
TCCGATTTCGTGGAAGCTGCATACGGTTCCGGTGGCACCCAGGCGCAGGTGTTGTTCCGC 
CACATTCTGCCTAACTCTCTGACCCCAGTGTTTGCTCTTGCAGCACTGCAGTTCGGTTCC 
GCGATTTTGCAGCTGTCCGTGTTGGGCTTCTTGGGCTACGGCGCTCCGGCACCAACACCA 
GAGTGGGGTCTGCTGATCTCTGATGCCCGCGACTACATGGCGACCTCATGGTGGCTGACT 
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GTGCTGCCTGGTTTTGTCATCATCGCCGTGGTTATGTCTGCCAACTACCTAAGCCGCATC 
ATTCAGAAGGAGGCA 

>RXA01013-downstream 
TAGAAAATGACTACTCCCTTGTT 

>RXA0107 0-upstream 

CAGGTTCGGTTAATTTGGTCACACTAATGCAATAAATTCCTGTCTACAGCGTTACAGTTA 
ATGAATTCAATTCAACCGCTAAACGCAAGGAGTGCTACCC 

>RXA0107 0 

ATGGCTAACGCCACCGCACAGAAGGGCCGTTTCGGCCTTCCCGGCTGGATGACTGGCTTT 
GGTGCCCAGGTTATCGCCGGCCTCATTCTTGGTCTTATTCTCGGCCTTGTCGCCCGAGGC 
ATGGACAGCGGCGCTGCAGACGGTGAAGCAAGCTGGCTTACCGGTCTTCTTAGCGGCGTC 
GGTTCTGCTTATGTTTCTCTACTTAAAGTTATGGTTCCACCACTGGTGTTCGCTGCAGTG 
GTTACCAGTGTGGCAAAGTTGCGCGAGGTAGCTAACGCTGCTCGCCTGGCTGTTTCCACC 
TTGGTGTGGTTCGCCATTACTGCATTCTTCTCTGTGCTCGCGGGTATCGCCGTAGCGCTG 
ATTATGCAGCCTGGTGTTGGATCCACTGTCGACGCATCTAATGCTGCTGATCCTTCTCGC 
GTGGGCAGCTGGCTGGGCTTTATCCAGTCCGTTATTCCATCAAACATTCTGGGACTTTCC 
GGTTCTTACAGTGAGAACTCTGGTGTGAACCTGTCCTTCAACGTGCTGCAGATCCTGGTT 
ATCTCCATTGCGATTGGTGTTGCAGCTCTGAAGGCTGGCAAGTCCGCCGAGCCTTTCTTG 
AAGTTCACCGAGTCCTTCCTCAAGATCATCCAGATCGTGTTGTGGTGGATTATTCGCCTG 
GCTCCAATTGGTTCCGCTGCGCTGATCGGTAATGCTGTTGCTACCTACGGTTGGTCTGCA 
CTTGGATCCCTGGGCAAGTTTGTTCTTGCGATCTACGTTGGTCTGGCAATCGTCATGTTC 
GTTATCTACCCAGTCGTGCTGAAGCTCAATGGAATTCCTGTTCTTGGATTCTTCAAGCGC 
GTTTGGCCTGTCACAAGCCTTGGCTTTGTTACCCGTTCCTCCATGGGCGTTATGCCAGTT 
ACCCAGCGCGTTACTGAGCAGTCCTTGGGTGTTCCATCTGCGTACGCTTCCTTTGCTATC 
CCACTGGGTGCGACCAGCAAGATGGACGGCTGCGCTGCTGTCTACCCAGCTGTTGCCGCT 
ATCTTCGTGGCACAGTTCTACGGCATTGACTTGAGCATCATGGATTACGTACTGATCATG 
ATCGTCTCTGTCCTGGGCTCTGCTGCAACTGCAGGCACCACTGGCGCAACCGTCATGCTG 
ACCCTGACCCTATCCACCTTGGGTCTGCCACTTGCTGGTGTTGGTCTGCTGCTGGCTATC 
GAGCCAATCATCGACATGGGACGTACCGCAACCAACGTCACCGGTCAGGCACTGGTTCCT 
GCGATCGTTGCTAAGCGCGAGGGCATTCTGGATCAGGATGTGTGGGATGCTGCTGAAAAG 
GGTGGCGCTGCTATTGAAATGGCAACCGTCTCTGAGAAAGAAACTGAGCCTGCAGAGGTT 
CGCTCC 

>RXA0 107 0 -downstream 
TAAG CTCTCTT G AG T AC C T GAGA 

>RXA0 10 94 -upstream 

GTCAGCTGACCGGGGTAGCGGGCGGTGGGCGGACAAGTCTTGCTAGATTGAAGTGCATTA 
CTTGTCGCCTGACTGTTAGGTTTACGTTGTTGTGGATGTC 

>RXA010 94 

ATGACTTTGGCCACGATTCCCTCACCACCGCAGGGTGTGTGGTACTTGGGTCCCATTCCG 
ATTAGGGCCTATGCGATGTGCATCATCGCTGGCATTATTGTTGCCATTTGGCTGACGAGA 
AAGCGCTACGCCGCCCGCGGTGGAAACCCTGAAATCGTCCTTGATGCAGCGATCGTGGCA 
GTTCCTGCCGGAATCATCGGTGGACGCATTTATCACGTCATTACCGACAACCAAAAGTAC 
TTCTGCGATACCTGTAACCCCGTCGACGCCTTCAAAATCACCAACGGTGGTCTGGGCATC 
TGGGGTGCAGTGATCCTCGGTGGCCTGGCAGTGGCCGTATTCTTCCGGTACAAAAAGCTT 
CCTCTTGCACCTTTCGCAGATGCCGTGGCACCTGCAGTTATCCTGGCGCAGGGAATTGGT 
CGTCTGGGCAACTGGTTTAACCAGGAGCTCTACGGTGCAGAAACTACCGTTCCATGGGCT 
TTGGAAATCTACTATCGGGTAGATGAAAATGGAAAATTCGCACCGGTGACAGGAACATCC 
ACCGGTGAAGTAATGGCTACTGTTCATCCAACATTCCTCTATGAACTGTTGTGGAACCTA 
CTGATCTTCGCTTTGTTGATGTGGGCTGACAAGCGATTCAAGCTGGAACATGGCCGAGTA 
TTTGCTCTCTACGTAGCTGGTTACACCTTGGGCCGTTTCTGGATTGAACAAATGCGCGTT 
GATGAAGCCACGCTTATTGGCGGCATCCGAATCAACACCATCGTCTCCGCAGTAGTGTTT 
GCCGGCGCGATCATCGTGTTCTTCCTGTTGAAGAAGGGTAGGGAAACTCCCGAAGAGGTA 
GAT C C G AC T T T C G C AG CGTCTGTT GC AG C AG AT G C T G T AG C T T C G C C AG AT AG AAAAC C C 
T T G C C G AAAG C A G G G G AGG G CAT T GAT G G AG AAAC GC C C T C AAC G C G A 
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>RXA0 10 94 -downstream 
TAGGTTTCAACCATAGGCCTGAC 

>RXA01135-upstream 

CATTTACTAATCTCACAAGACATCGCCTAATGAATACAGACTAGCCTATTCAAATTCAAA 
GAACACTCGGTATGGCACCTGATTTAAGGATGCTGCAATC 

>RXA011 35 

GTGACACATATCCTCTTCGACAGCAGGCGTTTTCTGCAACTGGGCGCTTTTGCGTCCTTG 
AGCACCGCATTGGCCGGAGCGGCCCGCTACGTGACGTCGACAAGCAATAATGAACCTGCG 
GATAACACTCCCCTGACCATTGGCTACGTGCCTATTGCGGGCTCGGCGCCGATTGCTATC 
GCAGATGCGCTAGGGCTGTTTAAGAAACACGGCGTGAATGTCACGTTGAAGAAGTACTCA 
GGCTGGTCCGACCTGTGGACCGCCTATGCAACAGAGCAGCTTGATGTTGCGCACATGCTG 
TCGCCGATGACTGTGGCGATTAAT 

>RXA01141 

GTCAATTCAGCGGCGGATCTTAAAGGCATGGTGCTGGGAATTCCTTTTGAATATTCAGTC 
CATGCGCTGCTCCTGCGCGATTATCTCGTCTCAAACGCAGTTGATCCCATCGCCGATCTT 
GAGCTTCGCCTGCTCCGACCTGCCGATATGGTCGCACAATTGACAGTTGAGGGCATCGAT 
GGATTCATTGGGCCTGGGCCGTTTAATGAACGCGCCATCAGCAATGGCTCCGGCCGGATT 
TGGCTGCTGACCAAACAACTGTGGGACAAACATCCATGCTGCGCCGTGGCGATGGCCAAA 
GAGTGGAAAGCTGAACACCCCACGGCGGCTCAGGGTGTGCTTAATGCGCTGGAGGAAGCC 
TCCGCAATTTTGAGCAATCCGGCACAATTTGATTCCTCGGCACGCACGCTGTCGCAGGAA 
AAATACCTCAACCAGCCTGCCACGTTGCTGGATGGACCGTCG 

>RXA0 114 1 -downstream 
TAATCATCGGCATCACCGGCTTA 

>RXA0114 2 

ACCCGCACCCACCTCGAACAAGTAGGCCTCACCGACGCCGCCGAACGGCGCCCCGCCCGC 
CTCTCCGGCGGCATGCAACAGCGAGTCGGCATCGCACGCGCCTTCGCCATCGACCCACCA 
AT CATGCTTCTCGACGAACCCTTCGGAGCCCTCGACGCCCTCACCCGCCGCGAACTCCAG 
CTCCAACTACTCAACATTTGGGAAGCCTCCCGCCGCACCGTCGTCATGGTCACCCACGAC 
GTCGACGAGGCCATCCTGCTCTCCGACCGAGTTCTCGTGATGTCCAAGAGCCCCGAAGCC 
AC CAT CAT C AC C GAT AT T C C AG T G AAT CTTCCCCGCCC C AG AC AC GAG C T GAG T G AAG AC 
GCTTCTGTTGAAGCCGAGACCACAGCCCTGCGTAAGCGGATGCTGCATCTGCTGGAGCAC 

>RXA01142-downstream 
TAGTTTCTAACACGTCTTTTAAA 

>RXA0 11 64 -upstream 

G C C GAT C G T GAT T GAT G AAG AC GAG AT C C AAG C C T G G AC T T C T GAT C T C AAAC C T G AAG A 
TTTCACCAAAGGTAAAGATGAATCCGACGGTGAGAAATAA 

>RXA01164 

GTGACACTGTTTGTTCGGCTCGCCCTTGCTGCTGTGGGCGGGCTTTTTGTCTTTGCTTCC 
AATGAACCGATCGGCTGGTTTGTCGCGGGAATTGTTGGCACTGCATTATTTTTTATCTCC 
CTTGCGCCGTGGGATCTGGGAGTTCCCCAAAAGCGGCGGAAGAAGAATGAGCCAGTCCCA 
TTTTTGCAACAGATGTCCACGGGCCCAACTGTTGTACAGGGCATGCTTTTAGGTTTTGTC 
CATGGCCTGGTGACATATTTGCAGCTGTTGCCGTGGATCGGTGAGTTTGTTGGCTCACTG 
CCTTATGTCGCGTTGTCAGTTGTCGAGGCGCTTTATTCCATTGCTCTTGGTGCTTTCGGC 
GTGCTCATTGCGCGTTGGAGGGACTGGAAGGTTCTCCTGTTTCCGGCGATGTATGTGGCT 
GTGGAGTATCTAAGAAGCTCGTGGCCATTTGATGGATTCGCGTGGGTTCGCCTGGCATGG 
GGTCAAATTAACGGTCCGTTGGCTAATCTCGCAGCGCTTGGTGGGGTAGCGTTTGTCACT 
TTTTCCACGGTGCTGGCTGCCGTGGGTGTGGCCATGGTGATTATTTCCAAGAAGCGACTG 
GCCGGCGCAATCATCACCGCGAGTGTGATTGCTATCGGCGCGGTGTCATCCCTGTACGTT 
GACCGCAATGGCACGAGCGATGAAAGCATCGAAGTAGCCGCAATTCAGGGCAATGTGCCT 
CGGATGGGATTGGACTTCAATGCACAGCGCCGCGCGGTGCTGGCGAATCACGCACGGGAA 
ACCCTCAAGCTGGATGAACAAGTGGATTTGGTGATCTGGCCGGAGAATTCCTCAGACGTC 
AACCCATTTTCCGATGCACAAGCAAGAGCCATTATCGATGGAGCAGTGGAACATGTTCAG 
GCACCTATTTTGGTGGGCACGATCACCGTCGATGAGGTTGGTCCACGCAACACCATGCAG 
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GTATTTGATCCTGTTGAAGGTGCCGCGGAGTACCACAATAAGAAGTTCTTGCAGCCGTTT 
GGTGAATACATGCCGTTTCGCGAATTCCTGAGAATTTTCTCGCCCTACGTTGATTCCGCT 
GGAAACTTCCAGCCCGGTGATGGCACCGGCGTAGTGGAGATGAATGCTGCGAACTTAGGC 
CGCGCTGTGACAGTGGGCGTGATGACGTGTTACGAGGTCATCTTCGACCGTGCTGGCCGC 
GACGCCATCGCCAATGGGGCTGAATTTTTGACCACGCCCACCAACAACGCCACCTTCGGA 
TTCACGGACATGACGTATCAGCAATTAGCAATGAGCAGGATGCGTGCCATCGAATTTGAT 
AGGGCGGTGGTTGTTGCAGCTACATCGGGTGTTTCGGCTATCGTCAACCCTGATGGAAGC 
ATTTCCCAAAACACCCGAATTTTTGAGGCCGCCACCTTGACGGAATCCATTCCACTCAAG 
GACACTGTCACCATCGCAGCGCGGGTTGGTTTCTATGTTGAATTACTGTTGGTTATCATT 
GGTGTATTAGCTGGACTATTCGCCATTCGAATGAATAGCCGTTCAAAGTCTGCGAAAGGT 
TCCGCTCGGCCCGCA 

>RXA01168 

CGCACCGCAACCCCTGACGTTCACGTACTCATCGTGGACGACAACAGCCCAGACGGCACC 
GGCGAGCGCGCAGACAAGCTTGCTGCTGACGACGACCACATTTTTGTCCTCCACCGCGAA 
GGCAAAGGCGGCCTGTGCGCAGAGTACATGGCTGGCTTCCAGTGGGGCCTGGAGCGCGAC 
TACCAGGTCCTGTGCGAAATGGACGCCGACGGCTCCCACGCACCAGAACAGCTGCACCTG 
CTGCTCGCTGAGATCACCAATGGCGCTGACCTGGTCATCGGCTCGCGCTACGTGCCAGGC 
GGCCGCGTAGTCAACTGGCCCAAGAACCGTTGGCTCTTGTCCAAGGGCGGCAACGTCTAC 
ATCAGCGTCGCGCTCGGCGCCGGCTTGACCGATATGACCGCAGGGTACCGCGCTTTTCGA 
CGTGAAGTGCTAGAAGCACTGCCGCTTGATGAGCTCTCCAACGCTGGGTACATTTTCCAA 
GTTGAGATTGCCTACCGTGCAGTTGAAGCCGGATTCGATGTTCGTGAAGTTCCCATCACT 
TTCACCGAGCGTGAGATCGGCGAATCCAAGCTGGACGGCAGCTTTGTCAAGGATTCCCTG 
CTCGAGGTAACCAAGTGGGGCCTCAAGCACCGCGGTGGCCAGGCCAAGGAACTGTCCAAG 
GAAATGGTCGGCCTGCTGAACTATGAGTGGAAGCACTTCAAAAAGCGCAACACCTGGCTC 

>RXA0 11 68 -downstream 
TAAACTGCTTGCCGGTTAGTGAA 

>RXA0 118 5 -upstream 

TCAGCTGGTAGCGTCGCATGTATTATTGGTGCTTTTCACTAATAGCAATGCACTAACGCA 
CAT AG C C G C C G AC AC G T G AAT C G AAAG AAG T T CAT C T C C G 

>RXA0118 5 

AT G AC T G A T C C T G AAAAC T C G C AAG G AAC C C C AC AG AT T T G T C C G AC T GAT C C G AC T AC G 
CAAGCATTAGCAGTTCGGGGCTTAACCAAGTCCTATGGTGATGCAACAGTAGTGAACAAT 
ATCAATCTGGACATCCCCAAAGGAGCCATTTACGGCATCGTTGGACCTAATGGTGCAGGT 
AAAACCACCATGCTGTCCATGGCAACGGGTTTACTGAGGCCGAATAAAGGCACCGCGTGG 
ATTTCGGGTTTCAATGTGTGGGAAGAGCCAAACGATGCAAAACGAAGCATGGGATTGTTG 
GCAGATGGCTTGCCCATCTTTGATCGCTTGACTGGCAAAGAACTGCTCACATATGTCGGG 
GCATTGCGTGAGTTGGATGAAGGCATTGTTGATCAACGTAGTGAGGAATTGCTGGAGGCC 
CTCGGGCTTAAAGAAGCAGCGGGCAAGAGAGTCGTCGACTATTCCGCCGGCATGACGAAG 
AAGATTCTTTTGGCCCAGGCCCTCATTCACAATCCGAAAGTGCTCATCCTTGATGAACCT 
TTGGAAGCGGTTGATCCGGTGTCTGGTCGTTTGATTCAGCAGATTTTGAAGAACTTTGCG 
CAAACGGGTGGAACCGTCGTTTTGAGTTCGCATGTCATGGAATTGGTTGAGGGGTTGTGC 
GATCACGTTGCCATCATCAACAGGGGAGTGGTGGAGATTGCCGGACATGTGAATGAGGTT 
CGTCGGGGCAGATCTTACCGGATGTCTTCGTTAATGCGGTTGAAGGCGCTGCTCTTCAAG 
AGGGGTCACTATCTTGGTTGGGTGCGTCCGAAGGCCATAGCGAAGGCCAAAATCAGAACG 
AGGATCGGGCTGAGTAAA 

>RXA0118 5-downstream 
TG AC T AAAAC AC T T C T GAAAC T A 

>RXA0118 8-upstream 

AAACAGTTAGAAGCACCTAAACAGTTTTTCCGATAACTGTTGTCATTTTGTGACCGCCTG 
GCTTTGTAGTTTTCCCTCCGGTGTCCAAGATGAATATGAC 

>RXA01188 

ATGATGAATGGCGTGGTACAGCCTCAGGAACATCTCGATGCAACGTTGATTGCTGCAGAC 
TTCCACGGCAACCCCGAAAACTCTGGTGACCGCAAAGAGCGCCTGAATTTTCAAGGTTGG 
AAGTATGCCCTTAATCGCACGGTCAGGGATGTTTTTCCAGATGGCCTGCTCGATTTGGCG 
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GCCTTGTTGACGTTCTTTTCCATTCTGTCGATCGCCCCTGCAGTGCTGCTGGGCTATTCG 
GTGATCACGATTTTTCTGGCCAGTGACTCCACCGAAATCCTCAACCTTGTCCGCGATGAG 
GTAAATCAGTACGTTCCGGAAGATCAATCCCATGTTGTCAACGGCGTGATTGATTCGATC 
GCAGGCTCGGCAGCTGCAGGTCAGGTCGGTGTCGCGGTCGGTGTGATCACGGCATTGTGG 
ACATCTTCGGCATATGTGCGCGCTTTTTCCAGATGTGCCAACGCTGTTTATGGCCGAAGC 
GAAGGCCGCACATTGATCAAACGCTGGGCAATGCTGCTTTTCCTCAACCTTGCTTTGCTG 
CTTGGAATCATCATCATTTTGGTCTCCTGGGTGCTCAACGAGACCTTGGTGATGGGAATT 
TTCGCCCCCATCGCGGAACCACTTCATCTCACGAATGTGCTCAGCTTCCTCACGGACCGG 
TTCATGCCGATCTGGATCTGGGTGCGGTTCCCAGTGATTGTGGGGGTGCTCATCATGTTC 
GTGGCCACGCTGTATTACTGGGCCCCGAACGCCCGCCCGTGGAAGTTTCGCTGGCTCAGC 
CTCGGATCATTCTTGGCGATCGTTGGCATCCTGCTCGCAGGCGTGGGCTTGAATTTCTAC 
TTCACGCTGTTCGCCGCTTTTAGTTCCTACGGCGCGGTGGGTTCGCTGCTCGCGGTTTTT 
ATTGCGCTGTGGGTGTTCAACATTTGCTTAATCATCGGCCTGAAAATCGACGTGGAGATC 
AGCCGCGCCAAGCAACTGCAGGCAGGAATGCCGGCGGAGGATTACAGTTTAGTGCCACCA 
CGCTCTATCGAGAAGGTGGCGAAAATGAAGCAGCGCCAGCAGCGCTTGATGGATCAGGCT 
GCGGCGATCCGGGAGGAAAGCAAT 

>RXA0118 8-downstream 
TAAAAAATTGCTTATCGACGTCC 

>RXA012 4 5 

GCCTCCTGGGTCACCACCCTGGGGCTGGGCGGGTTCCACCTAGATTTCTGGTGGGAACTG 
GCCCTGCTGGTGACCATAATGCTGTTGGGCCACTGGCTGGAGATGCGCGCTCTTGGTGCA 
GCCTCCTCCGCGCTTGACGCGCTGGCAGCGCTCCTGCCCGATGAGGCCGAGAAGGTCGTC 
GACGGGACCACCCGCACCGTAGCGATCTCAGAGCTGGCCGTCGACGATGTCGTGCTGGTC 
CGAGCAGGTGCCCGCGTCCCGGCCGACGGGACCATCATGGACGGAGCGGCCGAATTCGAT 
GAGGCCATGATCACCGGCGAATCCCGACCCGTCTACCGGGATACCGGTGAGACCGTGGTG 
GCCGGCACCGTGGCCACCGACAACACCGTCCGTATCCGGGTGGAGGCCACCGGTGGGGAC 
ACCGCCCTGGCAGGCATCCAGCGCATGGTCGCCGACGCCCAGGCCTCCTCCTCCCGGGCC 
CAGGCCCTGGCCGATCGAGCCGCAGCCTTACTGTTCTGGTTCGCCCTGATCACGGCCCTG 
ATCACCGCCGTGGTCTGGACCATCATCGGCAGCCCCGACGATGCCGTGGTCCGCGCGGTG 
ACCGTGCTGATCATCGCCTGCCCGCACGCCCTGGGCCTGGCCATCCCGCTGGTCATCGCG 
ATCTCCTCCGAGCGCGCCGCGAAATCCGGGGTGCTCATCAAGGACCGCATGGCACTCGAG 
CACATGCGCACCATCGACGTCGTCTTGTTCGATAAGACCGGCACCCTGACCGAAGGCGCA 
CACGCCGTCACCGGCGTGGCTCCGGCCACGGGTATCGCCGAGGGTGAGCTGCTGGCCCTG 
GCCGCCGCCGCTGAGGCCGATAGTGAGCACCCCGTGGCCCGCGCGATCGTGACTGCCGCG 
GCCGCACACCCGGAGGCCTCGCAGCGTCAGCTGCGCGCAACCGGTTTCACCGCCGCCTCC 
GGCCGCGGGATCCGGGCCACCGTCGACGGTGCCGAAATCCTCGTGGGCGGGCCGAACATG 
CTACGCGAGTTCAATCTGACCACCCCGGGTGAGCTCGCCGACATCACCGGTTCCTGGGCA 
CAGCGAGGTGCCGGAGTGCTACATGTCGTCCGCGACGGTGAGAT CATCGGTGCGGTGGCA 
GTGGAGGACAAAATCCGCCCCGAATCCCGCGCGGCGGTACGCGCCCTGCAGGCCCGCGGG 
GTGAAGGTGGCGATGATCACCGGTGACGCCACCCAGGTCGCCCAGGCAGTGGGCAAGGAT 
CTGGGGATCGATGAGGTCTTCGCCGAGGTTCTGCCGCAGGACAAGGACACCAAGGTCACC 
CAGCTGCAGGAGCGCGGTCTGAGCGTGGCCATGGTCGGCGACGGTGTCAATGACGCCCCG 
GCCCTGGCCCGGGCCGAGGTCGGTATTGCGATTGGCGCGGGTACAGATGTGGCGATGGAG 
TCCGCCGGGGTGGTCCTGGCCAGTGATGATCCCCGGGCCGTGCTGTCGATGATCGAGCTC 
TCCCATGCCAGCTACCGCAAGATGGTCCAGAACCTGGTCTGGGCGACCGGGTACAACATC 
GTGGCCGTTCCGCTGGCCGCCGGTGTGCTCGCCCCTATCGGTGTGCTGCTTCCCCCGGCG 
GCGGCCGCCATCTTGATGTCCCTGTCCACGATCATCGTCGCCCTCAACGCCCAGCTGCTA 
CGCCGGATCGACCTGGACCCGGCTCACCTAGCTCCGACCGACGGGAAGGAGGAGAAGGCT 
GCTGTGAGCTCTGCAGCCCCCGTCCGC 

>RXA0124 5-downstream 
TGACTTTCAATGCTTCATGGACT 

>RXA012 4 7-upstream 

TCCGATGACCACCCCGACTTCCCCCTTGCTGCCGCTGGCCTCCGACGGTTGTGGATGCTG 
CGCGCCCTCTACACCGTCCGCGACCGTCTCCGCCTCGGCC 

>RXA012 4 7 

GTGGCCGCGGCAACCGACGCAACACCTGAAGGTCCCACCACCTACCAGGTCACAGGCATG 
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ACCTGCGGACACTGCGCCGACAACGTCACCGAGGCGGTGAGCGCTCTGCCCCAGGTCGAC 
GACGTCCAGGTCGACCTCATCGCCGGTGGGGTCTCCATCGTCACGGTCACGGGTTCCGTG 
CCCCTGGAAACCGTCCACCGGGCAATTGAGGAGACCGGCTACACCGTCTTGTCC 

>RXA0 124 7-downst ream 
TGATCGATTCACCCATCATCTCG 

>RXA01235 

CCACAGACCTCCATCGCCCCAGAAGGCATCCGGGTTTACGATCTCATCGCGCGCGGGCGC 
GCTCCCTACCAAAGCCTCATACAACAATGGCGCACCTCCGACGAAGACGCCGTCGCGCAA 
GCGCTCGCCTCCACGAATCTCACCGAACTTGCAGCTCGCCTCGTCGATGAACTCTCCGGT 
GGCCAGCGCCAACGAGTGTGGGTGGCCATGTTGCTCGCCCAGCAAACACCGATCATGCTT 
CTCGACGAGCCCACCACCTTCCTCGACATCGCCCACCAATACGAACTCTTGGAATTGCTG 
CGCGCATTCAACGAGGCCGGGAAAACTGTGGTCACTGTGCTTCACGATCTCAACCAAGCC 
GCCCGCTACGCCGACCACCTCATCGTGATGAAAGATGGGCACGTACATGCCACGGGCACA 
CCGGAGGAAGTCTTAACTGCCGAGATGGTTCAAGGAGTTTTTGGCCTGCCCTGCATCATC 
TCCCCAGACCCCGTCACAGGAACCCCCACCGTCGTTCCCCTCAGTCGGTCTCGCGCAGGA 
GCT 

>RXA0 128 5-downst ream 
TAAGTAGCTACCCCTCCAACGGA 

>RXA0128 9-upstream 

CTCACCTAAGATGTTCTAAGCGTTTTAGTTTCAGCTAGTTTTAAGGACTTTCGATGTCTC 
ATACTTTTCTTTCCCCCTCGATCTTTAGGAGTCACGCGAT 

>RXA012 8 9 

ATGACGGCGGTGGCGGTAGAGAAGCAGAAGGAGACGTCGATAAGCAAAAACCTCGGCAGG 
CGCCGAGCGCTGGGCATTCTCGGAATCGTCGTGGCACTGGGTGCGCTTATTGTTTTAAGT 
ATTGCTGTGGGTGCGAACCCACTTTCTTTTAGCTCCGTATGGCAGGGTTTTACCGCACAC 
GACAGCTCTGAGGCGTCGATTATCGTGTGGTCAATGCGTATTCCGCGCACGCTGGTGGGC 
ATCGTGACTGGCGCTGCTTTTGGTGTGGCGGGTGCTTTAATTCAAGCGCTGACGCGCAAC 
CCGCTTGCCGATCCCGGAATTTTGGGAGTTAACGCGGGTGCAGGTTTCGCAGTGACCGTA 
GGTGTCGGATTTTTCGGACTCAGCAGCGTGACGGGCTACATCTGGTTCGCATTGCTGGGC 
GCTGCCGCCGCTACCCTGCTGGTGTATTTCATTGGTGCGAGCACCAGCGGCAGCGTTAAT 
CCTGTTGCTCTGGTCCTCGCCGGCGTTGCTCTGGCCGCCGTGCTTGGTGGCGTCACGAGC 
TTCCTCACACTGATTGATCCTGAGACTTTTGAAAGCATCCGCAATTGGAATCTTGGTTCT 
GTTGCACGCACCGACCTCAGCGACACCATGACCGTATTGCCATTCCTGGCAGTCGGACTG 
GCCATCGCGCTCCTGCTGTCGGGAGCACTGAACTCCATTGCGCTTGGCGAT GACCTTGCT 
GCATCCCTGGGCACCAAAGTGATGCGCACCCGCGTGCTCGGCATCATTTCAGTCACCTTG 
TTGGCCGGCGGCGCGACCGCCCTTACTGGTGGTATCGGCTTCGTAGGCCTTATGGTTCCC 
CACGTTGTGCGCTGGGTAGTTGGCCCCGATCAACGATGGATCATCACCTTCAGCGCCCTG 
TGCGCCCCTGTTCTTGTACTCGGCGCAGACATTTTGGGACGCATCATCGCCCGCCCCGGC 
GAAATTGAAGTAqGCATTGTTACCGCAGTCATCGGCGCACCTGTCCTGATCGCACTAGTT 
CGACGGAGGAAAGCCAGTGGTCTT 

>RXA012 8 9-downstream 
TAATAT C AAAT CT AGAAC T GAT G 



>RXA012 90-upstream 

GGACGCATCATCGCCCGCCCCGGCGAAATTGAAGTAGGCATTGTTACCGCAGTCATCGGC 
GCACCTGTCCTGATCGCACTAGTTCGACGGAGGAAAGCCA 

>RXA012 90 

GTGGTCTTTAATATCAAATCTAG71ACTGATGAAACTCCTGTTGCTGCGTCTGAGCCGGTG 
GAATCCACTAGACCTGTGTCTGAAGCTTCGACAAGCCCTGCGCTTAACCCCGGCTACCAC 
GCAGTTTCAGTGCAGAGGCGCCGGTTCTCTTTCCGCATCCCAGCCCGCCTCATGGTGGTT 
AGCCTTATCCTTTTCGCCATCGCGCTATGCAGCGCCACATGGGCTATCACGATGGGCGAT 
TACCCACTGTCTTTGGGGCAGGTGATTAATGCACTTGCTGGCACCGGCGAGAAATTCCAG 
TTGTTGGTGGTGCGGGAATGGCGTCTACCTGTAGCCATTGCTGCTGTTGTCTTCGGCGCG 
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CTGCTTGGCATAGGTGGAGCGATTTTCCAGTCGATTACTCGAAACCCGTTGGGTTCACCT 
GACGTGATTGGTTTCGATGCAGGTTCTTACACGGCGGTGGTTCTTGTCATTTTGGTCCTC 
GGCAACACTCACTACTGGAGCATCGCTTTCGCTGCCATCGTCGGTGGCATTGTTACCGCC 
TTTGCCGTGTATGTCCTGGCGTGGCGTAAAGGTGTGCAAGGTTTCCGCTTGATCATCGTG 
GGCATCGGTGTCTCGGCCATGCTCAGTTCCGTTAACGCGTATCTAATCACCCGCGCCGAT 
GTGGAAGACGCCATGGTTGTGGGCTTCTGGAGTGCCGGTTCCATCAACCGCATTACCTGG 
CAATCTCTGCTCCCCTCTCTGGTGATCGCTGCTGTCATCATCGTGGCCGCCATTGTGCTG 
GCAAGGTCACTGCGTTTCATGGAAATGGGCGATGACGTAGCCACCACCCTCGGTGTGAAA 
ACAAACTCCACCCGCTTGGCACTCATCGTTGTCGGCGTTGCTACCTCCGCGTTGGTTACA 
GCAGCTGCCGGACCGATCTCCTTCATCGCGTTGGTTGCCCCACAGCTGGCACGTCGCCTC 
ACTAAAACCCCTGGTGTCAGCCTGGTTGCTGCCGCTGCAATGGGTTCCGCACTGCTCAGC 
TGCGCTCACCTCCTTTCCCTGATTATCAGCTCCTTCTACCGCACCATCCCGGTTGGCCTG 
TTGACTGTATCCATCGGTGGTTGCTACATGATCTGGCTTCTGCTGCGCGAAACCCGCCGC 
CAATACCGCACCGGCACCATCCGA 

>RXA012 90-downstrearn 
TAGTTCTTTTAAGGATCCCTCAT 

>RXA012 97-upstream 

TCCTGTTGCTGCTGATTATCACTGTTATCCAGGTTCGATACATGGATAAGGAGAACAAGC 
AGAAATGATCTCGACTGATAGAAACGTTTTGGTCAAAATC 

>RXA012 97 

ATGGGCTATGTCGGCATGGTTCTTGCCATCTTGTTCATTGGCCTTCCGCTGGTATTTATT 
GTGCTGACTAGCTTCAAGCAGCAGTCAGAGATTTACACCCAGCCGGTCACGTGGTTCCCT 
TCGGAATTTAATTTCGATAACTATGCAAATGTTTTCGAGCGGGTTCCGTTCCTGAACTAC 
TTCCGCAACTCGATCATCATCACGGTTATTTTGTGTCTGGTGAAGATTATCTTGGGTGTG 
ATCTCTGCATATGCGTTGTCGATTTTGCGCTTCCCGGGTCGAAACCTTGTGTTCTTGCTG 
GTTATCTCCGCGCTGATGGTGCCTTCCGAAGTGACTGTTATTTCCAACTATGCGTTGGTC 
AGTCAGCTTGGTTGGCGCGATACCTACCAGGGCATCATCGTTCCGCTAGCGGGTATTGCT 
TTCGGAACGTTCCTCATGCGTAACCACTTCATGTCTATTCCTTCTGAGCTCATTGAAGCT 
GCGCGAATGGATCACTGTGGACACTTCAGGTTGCTCTGGAAGGTTTTGCTTCCAATCTCT 
ATGCCTACGTTGGTGGCGTTCTCCATGATCACCGTGGTGAATGAATGGAACCAATACCTG 
TGGCCTTTCCTGATGGCAGAAACCGATAATTCAGCAACTCTGCCCATTGGTTTGACCATG 
CTTCAAAACAATGAGGGTGTCTCCAACTGGGGACCTGTCATGGCCGCAACGATCATGACC 
ATGTTGCCTGTGCTTGTGATGTTCTTGGCACTGCAGGAGTACATGATCAAGGGACTTATC 
TCCGGCGCCGTCAAGGGC 

>RXA0 12 97 -downstream 

T AAAAA C T T C T C G C T AAAAAC T T 



>RXA012 98 

TTCGTGTGGAAGAACTTGGGCTACTCCTTTGTTATCTACCTGGCTGCATTGCAGGGGCTA 
AACAAGGATTTGTCTGAGGCCGCACCGGTGGATGGCGCGAGCGCGTGGACACGTTTTTGG 
AAGGTTACTCTTCCGCAGCTTCGCCCAACCACGTTCTTCCTTTCTATTACTGTCACGCTG 
AACTCGGTTCAGGTCTTCGACATCATTCACACCATGACTCGTGGTGGCCCCTTGGGTAAC 
GGTACGACCACCTTGGTTTACCAGGTGTACACCGAGACTTTCACCAACTATCGCGCGGGA 
TATGGTGCAACAATCGCAACGATTTTGTTCCTGTTGCTGCTGATTATCACTGTTATCCAG 
G T T C GAT AC AT G G AT AAG G AG AAC AAG C AG AAA 

>RXA012 98~downstream 

T GAT C T C G AC T G AT AG AAAC G T T 

>RXA01303-upstream 

AACATGCGGGCGCAGGTCAGAGCTGTTATCTTAGTACTTATCACAGCCATAGGGCGGGCT 
T G AC G G AAAG CCTTTCCGC G T AAC CAT G AAG AG G CAT C AC 

>RXA01303 

GTGACACAACTCAACACCAAAGGCGTTGTTCTGCAAGGGTGGGATCCAGAAGATCCTGAA 
CATTGGGACTCGAAAATTGCATGGCGAACCCTGTGGATTACCACCTTCTCCATGATTATT 
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GGGTTCTGCGTGTGGTATTTGGTTTCTGCCATCGCTCCCCTACTCAATCGAATTGGATTT 
GATCTCTCAGCAGGTCAGCTTTATTGGCTCGCATCTATCCCCGGTTTGGCCGGCGGATTA 
ATCCGATTGATTTACATGTTCCTTCCACCGATTCTTGGAACCCGCAAATTGGTCGGAATT 
TCCTCCGGTCTATTTTTGATCCCCATGTTTGGGTGGTTCCTGGCTGTCCAAGATTCAAGC 
ACTCCCTACTGGTGGCTTCTCACACTCGCTGCACTCACTGGCATTGGTGGTGGCGTGTTC 
TCTGGATATATGCCGTCCACGGGATACTTCTTCCCCAAGGCAAAATCGGGCACTGCGCTG 
GGCATTCAGGCAGGTATCGGCAACCTCGGCGTCTCGATAATTCAGTTCATGGGCCCATGG 
GTCATGGGTTTCGGTCTGCTGGGCATTGGTTTCCTCACCCCGCAGCGCACCATTGAAGGC 
ACCACGGTGTTTGTGCACAATGCTGCGATTGTGTTGGTCCCGTGGACTATTCTCGCGGCC 
GTTTTATCCTTCCTGTTTCTTAAAGATGTCCCAGTCACCGCAAATTTCCGGCAACAGATC 
GAT AT C T T T GG C AAC AAG AAC AC AT G GAT T T T GT C C AT TAT C T AC T T GAT GAC AT T CGG T 
GCCTTCGCCGGTTTCGCCGCGCAGTTCGGTCTGATCATCAACAACAACTTCGGCATCGCT 
TCCCCGATGGCAGAGACTTATCCAGCTGAGATGCTTCACGCCGGTGCTACGTTCGCGTTT 
CTTGGACCTTTGATTGGTGCTTTGGTGCGTGCTGCATGGGGTCCACTGTGTGACAGATTC 
GGTGGAGCTATCTGGACCTTTGTCGGTGGCATCGGAATGACTATCGCCACTGCAGCTGCC 
GCAATCTTCCTAAGCAGAGCGGAGACACCTGATGATTTCTGGCCATTCCTGTGGTCCATG 
CTTGCCCTGTTCTTCTTCACCGGTCTGGGCAATGCTGGCACCTTCAAACAAATGCCCATG 
ATTTTGCCTAAACGCCAAGCAGGTGGCGTGATCGGCTGGACCGGTGCCATTGGTGCCTTC 
GGCCCCTTCATTGTCGGTGTCTTGCTCTCCTTCACTCCAACTGTCGCGTTCTTCTGGGGC 
TGCGTGGTGTTCTTCATCATCGCCACCGCTTTGACCTGGATCTACTACGCCCGCCCGAAC 
GCTCCATTCCCGGGA 

>RXA01303-downstream 

T AAACC GAAAGGC CAAT C CAT G A 

>RXA0132 3-upstream 

CACGTGGTTTACGCCAGGCATGTTCCCGCGAAGGGTTGACCCATACCCCTAGGGGGTATA 
C AG T G A G T CAT G T AAAC AT AC T C G C AG AAG GAG C GAT C C C 

>RXA0132 3 

ATGGCTCAGACACCCGCCAAAATCCCGGCGGCACTGAATTTCATTGACGTCGACCTCGGC 
GTTACCGGCATGACCTGCACTTCTTGCTCCGCCCGCGTCGAGCGCAAACTGAACAAGCTC 
GACGGCGTTGAAGCAACCGTCAACTACGCGACGGAATCCGCACAGGTCAGCTACGACCCC 
TCAAAGGTCAGCCCTGAACAGCTGATTAAGACTGTTGAGGACACCGGCTACGGTGCTTTC 
ACGATGGCTTCCGCAGCTGCCGAATCAGAAGAGGACAACGCTCCAGCTGACAGCGGCCAG 
T C C C G CAT C GAC G C AG C T C G C GAC C AC G AAG C AG C C GAC C T G AAAC AC C G C G T G A T C G T C 
TCTGCACTGTTGTCAGTTCCTGTGGTTTTGGTCAGCATGATCCCGGCGCTGCAATTCAAC 
AACTGGCAGTGGGCCGTACTCACTTTGGTCACCCCGATTTTCTTCTGGGGCGGTTCACCG 
TTCCACAAGGCAACGTGGGCAAACCTGAAGCGCGGTTCCTTCACCATGAACACCCTGGTT 
TCACTCGGCACGTCCGCTGCTGACCTGTGGTCCCTGTGGGCTTTGTTCATTGAAAATGCT 
GGTCACCCTGGCATGAAGATGGAGATGCACCTGCTGCCGTCGGCCTCCACGATGGATGAG 
ATTTACCTCGAAACCGTCGCGGTCGTTATTACGTTCCTGCTGCTTGGACGCTGGTTTGAG 
ACAAAAGCTAAGGGCCAATCTTCGGAAGCTCTGCGCAAGCTGCTGGACATGGGCGCCAAA 
GATGCAGTCGTCTTACGTGACGGCGCCGAAGTCCGCGTTCCTGTGAATCAGCTTAAACTC 
GGCGACGTTTTCATCACCCGCCCCGGCGAGAAAATCGCCACCGACGGTGAAGTCGACGAA 
GGTTCCTCCGCAGTCGACGAATCCATGCTCACCGGCGAATCCATCCCCGTTGAAGTCACC 
AAGGGCTCCAAAGTTACCGGCGCAACGCTGAACACTTCCGGCCGCCTCATGGTGAAAGTA 
ACCCGCATCGGCGCCGACACCACCCTGTCGCAAATGGCTAAACTGGTCACGGACGCACAG 
TCCAAAAAGGCCCCTGTCCAGCGTCTTGTTGACCAAATCTCGCAGGTTTTCGTTCCCGTT 
GTCATCGTAATTGCTATTGCGACGCTGATCGCGCACCTCGTCTTCACCGACGCCGGCCTC 
GCCCCAGCATTCACCGCAGCAGTCGCCGTCCTCATTATCGCCTGCCCTTGTGCCCTCGGC 
CTGGCAACCCCAACCGCACTTCTGGTCGGAACCGGCCGCGGCGCGCAACTTGGTCTGTTG 
ATCAAGGGCCCTGAAATCCTCGAATCCACCAAAAAAGTCGACACCATCGTCCTCGACAAA 
ACCGGCACCGTCACCACCGGCACCATGTCCGTCACCGACGTCACCGCCAT CAACTACAGC 
GAAACCGAAATCCTCGAATTCGCTGCAGCCGTCGAGTCCGCCTCCGAACACCCCATCGCC 
CAGGCAATCGCCAAGGCCGCCGAACACGAGCAAGTCACCGACTTCCAAAACACCGCAGGT 
CAGGAAGTCACCGGTGTAGTCCGCGGACACGAGGTCCGCGTGGGCAGGCCTTCAAGCACG 
CTTATCGACGCCCTCCTCCACCCCTTCCAACACGCCCAAAAAATCGGCGGAACCCCCGTA 
GTCGTCACGATTGACGGCGTAGATTCCGGAATAATCACGGTCCGCGACACCGTCAAAGAC 
ACCTCCGCCGAAGCAATCCGCGGACTCAAGGAACTGGGACTCACCCCAATCCTACTCACC 
GGAGACAATGAAGGCGCAGCTAAATCCGTAGCCGCTGAAGTCGGCATCGACCAAGTCATC 
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GCCAACGTCCTCCCCCACGAAAAAGTCCAAAACGTAGAAGCCCTCCAAGCACAAGGCAAA 
AACGTTGCGATGGTCGGCGACGGCGTCAACGATGCCGCAGCTCTTGCCCAAGCTGACCTC 
GGACTCGCCATGGGAGCCGGCACCGACGTAGCCATCGAAGCCTCCGACATCACCCTCATG 
AACAACGACCTCCGATCCGCAGTCGACGCCATCCGACTGTCCCGTAAAACCCTCGGCACC 
ATCAAGGGAAACCTTTTCTGGGCTTTCGCCTACAATGTTGCACTAATCCCAGTAGCGGCG 
ATCGGACTCCTCAACCCAATGCTTGCCGGCATTGCGATGGCCTTCAGTTCAGTTTTCGTC 
GTCTCCAATTCCTTGCGTCTGCGAGGATTCAAAGCAAGGAGCAAC 

>RXA0132 3-downstream 
TAATGTCCAACAGCGAATGCCAC 

>RXAO 133 8-upstream 

ATCCTTGCCTTGCCAAGGGAAGCCTGTACATGCTGGTCAGGGACATTTTTATGGGTGATA 
ATGGGGTTTATGAATAAAAACTTATACCCCAAATCCCTGG 

>RXA01338 

ATGTTATTCATCCGCTCATTTGATGGCATCATCACTGTCGCAGCCCTTGTTGCCATCGCA 
ATACATCTCATTTTATGGCTGGCTCTAGATCTAGATGGCCTTGCTAAAAACTGGCCTTTA 
ATAGCCATCGTTATCGTAGGTGGCATTCCGTTGATGTGGGATGTGCTGAAATCAGCCATT 
AAAACTCGCGGTGGCGCGGATACTTTAGCAGCAGTCTCCAT CAT TACT TCTGTGTTGTTA 
GGGGAGTGGTTGGTTGCCGCGATCATCGTGCTCATGCTCTCTGGTGGTGAAGCGCTAGAA 
GAGGCAGCATCACGGCGAGCCAGTGGCACCTTGGACGCACTTGCCCGGCGCGCACCAAGT 
ACAGCTCACCGCCTGTTGGGTGCAACCATTCTTGATGGAACCGAAGAGATCGCCGTGGAA 
GAGATCACGGTTGGTGATTTAGTGGCGGTGCTCCCGCATGAACTTTGTCCCGTGGATGGT 
GAAATCGTGGCAGGCCACGGCACCATGGATGAGTCTTATCTCACGGGTGAGCCCTATGTG 
GTGAGTAAATCTAAAGGTTCGCAAGCAATGTCGGGTGCAGTCAATGGTGATACTCCGCTG 
ACGATTGTTGCCACAAAGCTTGCCCATGATTCCAGATACGCCCAAATTGTTGGTGTACTC 
CATGAAGCAGAAAACAACCGCCCAGAAATGCGCAGGATGGCTGACCGTCTTGGCGCGTGG 
TATACGGTGATTGCACTTGCCCTCGGTGGTCTTGGCTGGATTGTCTCCGGCGACCCAGTG 
AGGTTCTTGGCTGTTGTCGTTGTCGCCACCCCATGTCCATTGCTCATTGCAGTGCCAGTG 
GCGATCATCGGTGCGATTTCTCTTGCGGCTCGTCGGGGCATCATCGTGAAGAACCCTGGA 
AT G C T G G AAAA C G C T T C AG GAG T AAAG AC AG T GAT G T T C G AT AAG AC T G G AAC G C T C AC C 
TATGGCAGGCCAGTGATTACTGATATCCACACTGCTCCCGGAGTTGAGGAAGATACAGTC 
CTAGCTTTGGCTGCTTCAGTAGAGCGCTACTCCAGACACCCGTTGGCTGACGCGATTCGT 
GAGGGCGCAAAAGCCAGGGAACTTCATCTGCCTGATGTAGTGGAAGTATCGGAACGTCCA 
GGACAGGGACTAACCGGCACGGTGGGCGAGCACCTGGTTCGAATAACCAATAGGCGCAGC 
ACACTAGAAATTGATCCAGACAGCAAGAACTACATTCCGGTGACAAGTTCCGGCATGGAA 
TCTGTGGTGCTTGTTGAT GATAAATATGCAGCACTCATTCGCCTCCGGGATGAACCTCGT 
GCATCTGCCAGTGAGTTCATCGCGCACTTGCCCAAGAAGCACAAAGTGGACAAGCTCATG 
ATTATCTCTGGTGATCGCGCATCTGAGGTTCGTTACCTTGCGGACAAGGTTGGCATTGAT 
GAGGTACACGCAGAGGCCTCACCGGAAGACAAGCTGAACATTGTTAATCGGCATAATGAG 
CACGGCGCCACCATGTTCTTAGGTGATGGAATCAACGATGCGCCAGCCATGGCCGTTGCC 
ACCGTTGGTGTCGCGATGGGAGCAGACTCCGATGTCACGTCCGAAGCAGCAGATGCTGTG 
ATTTTGGATTCTTCCCTGGAACGTCTCGACGATCTGCTCCACATCAGTGCACGGATGCGT 
CGAATAGCGTTGCAATCTGCGGGCGGTGGCATGGCGTTGAGTGTCATAGGAATGATCCTC 
GCGGTATTTGGATTCTTGACGCCACTGATGGGTGCGATCTTCCAAGAGGTCATTGACGTG 
CTGGCTATCCTCAATTCCGCTCGGGTCGCACTGCCACGCGGAGCGATTAGTGATTTTGAT 
ACGCAAGAAAAAGTTTCT 

>RXA0 1338 -down s t r e am 
TAGCAGGGTAACCTAAATGTCGT 

>RXA0 13 95 -upstream 

CTCAAAAGCACTGATAAAAGCAGTCAACCCACCTCGGGTTGGCTGCTTTTTTGCATCCAG 
A T G C AC AAAG CCGTGG C AC AAAC G AG AC AAAC T G AGC AC A 

>RXA013 95 

ATGGCTGTCATGGCATATCAACCAGCAGACAATCGCTATGACGACATGATCTACCGCAGG 
GTGGGAAATTCTGGGCTGAAGCTTCCGGCAATTTCGCTTGGGCTGTGGCACAACTTCGGT 
GATGACAAGCCGCTTTCAACGCAGCGCAGCATTATTCACCGCGCGTTTGATAGGGGAGTC 
ACTCACTTCGATTTGGCTAATAACTATGGACCTCCAGCAGGTTCCGCAGAGACCAACTTT 
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GGCAGGATTTTGCGTGAGGATCTCAAAAGCCACCGCGATGAGTTGATCATTTCTTCCAAG 
GCGGGT TGGGATATGTGGCCTGGACCTTATGGTTTTGGTGGTTCCCGAAAGTATCTAGTG 
AGTTCCCTTGATCAGTCCCTGACTCGCCTCGGCTTGGATTACGTGGATATTTTCTATCAT 
CACCGCCCGGATCCAGATACTCCTTTGGAAGAAACCATGTACGCATTGCGTGACATTGTT 
GCGTCTGGAAAGGCTCTTTACGTGGGTATTTCTTCCTACGGTCCAGAGCTCACAGCGGAG 
GCGGCTGAGTTCATGGCGGAGGAGGGCTGCCCGCTTCTGATTCATCAGCCAAGCTATTCC 
ATCATTAATCGTTGGGTGGAGGAACCGGGCGATGACGGTGAGAACTTGTTGCAGTCAGCT 
GCCAACAATGGTCTTGGCGTCATTGCTTTCTCACCACTTGCGCAGGGCCTGCTCACGGAC 
AAATATCTCGATGGAATTCCAGAGGGTTCCCGCGCCAGCCAGGGTAAGTCCCTKTSTKAC 
GGSWTGTTGAACGTGAAC/y\TATTGATWTGGTCCCMARSYTNAWKRSAWTTTCCMARRAM 
ACCGGGCAGTCCTTTNNCCNAAAGGNCTTTTGTTGGGTTGTTGCCCAACCAAGGAAAGTA 
CGGCGCCGGATTACCGTGACCAGTGCATTGATTGGTGCTTCGTCAGTTGAGCAGCTGGAC 
AACAGCCTTGATTCACTCAACAACTTGGAGTTTTCTGACGCCGAGTTGGAGGCGATCGAT 
GAGATTTCCCACGACGCCGGCATCAACATTTGGGCGAAGGCCACCGATTCCAAAACCCGC 
GAAAAC 

>RXA0 13 95 -downstream 

T AAC C CAT CAACAT C AG TTTGAT 

>RXA01411 

TTCATTGCGCAGGTAATGCTTGGAATCGGCGCGGTTACCGCTAACTGCGTTACCTCAGTA 
ATGATGGCCGAGGTCTTCCAAGAGGTCACCCGCGGTACTTCCGCCGGCATTACCTACAAC 
GTCACTTACGCAATCTTCGGCGGCTCGGCTCCATTTATCTCCACCGCATTGGTCTCCTGG 
ACCGGCAGCCCGCTGGCCCCTGCGGTATACATGATCATCATTGCGCTCTTCGCCTTCACC 
GCGTCCCGCTTCATTCCTGAAACCTCCCCAGTTTTTGTCACCGCAACCCCGGCCATTAAG 
GCACCAAAGGTGCTGGTCAACCCGGGT 

>RXA01411-downstream 
TAAACCACGCTTTTCGACGAAAA 

>RXA01454-upstream 

GGCCAGGACTTTGGCGTTTCGGATCAGCAGTTCGGCTTGGATTATGGATTCTACGCGTTT 
GATCTTCCGATGCTTCGCCTCATCGCTTGACTCACTGTCG 

>RXA014 54 

ATGATGTTGATCGTTGCTTTCCTGATCGCACTCGTTGGCCATTACCTCATGGGTGGCATT 
CGCGCTGGAAACCAGATGACGGGCCAGAAGTCCTTTGTATCCCGTGGTGCGCGCACTCAG 
CTTGCGGTAACTGCTGGTCTGTGGATGCTTGTTAAGGTCGCTGGCTACTGGCTGGATCGC 
TATGACCTGCTGACTAAGGAAAACTCAACCTTCACAGGTGCAAGCTACACCGACATCAAT 
GCACAGCTGCCAGCGAAGATCATCCTG 

>RXA01 4 55-upstream 

AGAGTGGGGGAGAAACGCATAATCACGTACATATAAGGATATTGTCTTGTCGACTGGTCT 
CACACCTCCTCCCCAACCGATCAAGCGACCTCCCAAGGCG 

>RXA014 55 

GTGACATGGATCTTCGCCATTATCGCGTTGGTCATTCTCATCGCCCCAAT GAGTGTTGGC 
TTCTATACCGACTGGCTTTGGTTCGGTGAAGTCGATTTCCGAGGCGTTTTCAGCAAGGTT 
ATTGTCACTCGCATTGTTCTCTTTGTGATCTTTGCGCTAATTGCTGGGTTTGTCACATGG 
CTTGCTGGTTATTTTGTGACAAAACTTCGACCTGATGAGATGTCGGCGTTTGATACCCAG 
TCGCCTGTGTATCAGTACCGTCAGATGATCGAAAACAGCCTTCGTCGCGTTATGGTGATC 
ATTCCAATTTTCGTCGCGTTGCTGGCTGGCCTAATTGGTCAGCGTTCGTGGCGCACCGTT 
CAAATGTGGCTGAATGGCCAGGACTTTGGCGTTTCGGATCAGCAGTTCGGCTTGGATTAT 
GGATTCTACGCGTTTGATCTTCCGATGCTTCGCCTCATCGCT 

>RXA0 1 4 5 5 -downs t ream 
TGACTCACTGTCGATGATGTTGA 

>RXA0 162 5 -upstream 

GGGAGCGAAGTTCCCTGGGTT7VAATTAACCACTTGCAGTATACCCTAGTGGGGTATATTG 
TCTGCTGTTAGAAGATACCCGACAGAAAGGGGCCAATAAT 
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>RXA0162 5 

ATGGCTATCAAGAACTACACCGTCGAAGGCATGACTTGTGGACACTGCGTCTCCTCCGTA 
AAGGAAGAGGTCGGAGAGGTTGCTGGCGTCACCGCTGTGGACGTCACCCTAGAAACCGGT 
GCCGTGCAGGTTACCGGCGAAGACTTCACCGACGAGGCTGTCAAGGCTGCTGTCGTTGAG 
GCTGGCTACAAGGTTGTTGCA 

>RXA0162 5-downstream 
TAAACCCCTGAAAAGTTTAAAGC 

>RXA017 5 6-upstream 

GCTTCAAACAGGATTTAATCTAAAATCTTAAACCTCGTATTTTCCCTGATAGGCTCAGAT 
GCGCCTGAAATCGGGCTTGTTGAGGGGAGAGGTGTGTGAC 

>RXA0175 6 

ATGAAAGAGTTGGAACTGGGCGAGGCGAGGGACGTCGCTGCAACGTTGGAAGCGATGCCG 
ATCCAGGAGGTTATTGATCAGGTTGAGCGAACTTCTATAACTAAAGGTGCGGTACTGCTG 
CGTCTGCTCAGTAAAGATCGATCGTTGTTGGTCTTCGATGCTCTTGGTCCGCGACTCCAG 
GCTGATCTCATTGGTGCTTTTCAGGATGCGGAAGTGCTGGATTATTTCGCTGACCTTGAC 
CCTGATGACCGCGTTTCACTGCTTGATGAGCTGCCGGCGTCGATCGCTGACGAGTTGCTT 
CGCAGTCTCGATCCGCAGGAAAAGCAGGTCACGGAGCTGGTCTTGGGTTACGCAAAGGGG 
TCGGTTGGACGTTGGATGTCGCCCCAGGTTTTATTGCTTTTCGACGACATGTCCGTCGCC 
GAAGTCTTAGATTTTGTGCGCAATCATGCTGCTGAGGCTGAGACGATTTATGCCTTACCT 
ATTGTGAACCGTGCTCGCCAAGTGATGGGCGTGGTGTCGTTGCGAAAGCTGTTCATCGCA 
GATCCCACTCTAAAAGTCTCGGAAATCATGGTGGGTCCTGTTTCGGTGTTGGCGTCCGCG 
GATATTGAAGAAACCGCCCGCTGGTTCCTACAGTTGGACCTCGTTGCGATGCCCGTTGTG 
GATGAATCGAACATGCTCTTAGGAGTGCTGACCTTCGATGATGCGCAAGACATCGTGGAG 
CAAGCCGACTCTGAGGACTCCGCTCGCAGTGGTGGTTCGGAACCTCTCCAGCAGCCGTAT 
CTATCCACGCCGATTCGGAAACTGGTGAAGTCCCGCATCGTATGGCTTCTGGTTTTGGCA 
GTGTCAGCAATTTTGACGGTTCAAGTTCTTGATATTTTCGAAGCCACCTTGGTTGAAGCC 
GTGGTACTGGCATTGTTCATTCCTTTGCTCACTGGTACTGGCGGAAACACCGGAAACCAA 
GCTGCAACAACCGTGACCCGTGCGCTCGCATTGGGTGACGTCCGAAAATCAGATGTCTTC 
CGCGTCTTGGGCAGAGAAATCCGAGTCGGCCTCATGCTCGGGGCATTGTTGGGTGCCGTT 
GGATTTGTGATCGCATCGCTTGTTTACGGCATGCCCGTAGGCACTGTCATCGGTCTGACA 
TTGTTGGCGGTGTGCACGATGGCCGCATCAGTTGGCGGAGTAATGCCAATTATTGCCAAG 
GCGATCGGAGCGGACCCAGCGGTGTTCTCTAATCCTTTTATTTCAACCTTCTGTGATGCA 
ACAGGTTTGAT CATCTACTTTGCAATTGCCAAGTTGGTGCTCGGAATC 

>RXA0 1 7 5 6-downs t ream 
TAAAAGATTTTTGCTTTTCGACG 

>RXA018 08 

ATGCGCGGCGGTGCACCAGCGCGAACCTCAAAGCCTGGATTCCGCCTTGAAGCCGCGGAA 
GCTTTGATCGCAGAAGTGCCAGCGCCACGCGACAAAGTCGAGCTCATGGCATTTTCCAAG 
TCCAGGCAAGGCCGCGTTGTCATTGAACTTGAAGACGCCACAGTAGCCACCCCTGATGAT 
CGCATCCTGGTAGAAGACCTCACCTGGCGTTTGGCTCCAGGAGAGCGCATCGGTCTTGTC 
GGCGTCAACGGCTCCGGCAAAACCACCCTGCTGCGCACCCTTGCCGGCGAGCAGCCACTT 
CAGGCAGGCAAACGCATCGAAGGCCAAACCGTCAAACTGGGATGGCTCCGCCAGGAACTC 
GATGACCTAGACCTCAGCCGCCGACTCATCGACTGCGTTGAAGATGTCGCTTCCTACGTG 
ATGATGGGCGACAAGCAGGTCTCCGCTTCCCAATTGGCAGAACGCCTCGGATTCTCACCC 
AAGAGGCAACGCACCCCAGTTGGTGACCTGTCCGGTGGTGAACGCCGCCGACTCCAACTC 
ACCCGCGTGCTCATGGCCGAACCAAACGTGCTGCTCCTCGACGAGCCCACCAACGACCTG 
GACATTGACACCCTCCAAGAGCTGGAATCCCTTCTCGACGGATGGCCAGGCACCATGGTG 
GTTATCTCCCACGACCGTTACCTCATCGAACGCGTCACCGACTCCACCTGGGCACTCTTC 
GGCGATGGCAAGCTCACCAACCTGCCAGGCGGAATTGAAGAGTACCTGCAGCGACGAGCA 
GCGATGGCCGCGGCCGAAGACAGTGGAGTGCTGAACTTGGGTGCGGCCACGCAGGCTGGA 
ACCTTTTCTGCTGCAACAGAGCAGGCTGCCACTTCTGTGGAAAGTTCCGGAATTTCTTCC 
CAAGAACGCCACCGCATCACCAAGGAAATGAACGCCCTGGAGCGCAAAATGGGCAAGCTT 
GACCAGCAAATGGACAAGCTTAATCAGCAGCTCGCTGATGCAGCGGAGGCCATGGACACC 
ATAAAGCTCACCGAGCTGGACACCAAGCTCCGCGCAGTGCAGGAAGAACACGGCGAGCTG 
GAAATGCAGTGGCTGGAACTCGGCGAGGAAATCGAGGGC 
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>RXAO 18 08 -downstream 
TAGTTCATGCCGTCGGCAGGCGA 

>RXA018 22 

ATGGCCAGACAAAATAGCAATACCGGCGGGTTGCGTCTGGTGTTGGTTGGTATCGGAACA 
GGTGCATTTTTGGGTGCTGCTCGTGATTTCTTCATGGTGCGCGCAGATATTACGGGTGCT 
TCGACGGTACAGCTGTGGTCTGCCGGTTCGTTGAGCGGGCGCGACTGGAATCATGCCCTG 
TTGGTGTTGATTTCGTGTGCAGTGATTGTGCCAGCACTGTGCATTATTGTCCGCCGTTTA 
CGCCTGATGGAAATGGGTGATGATGCAGCTGGGGCACTTGGAATTTCAGTGGAGAGAACA 
CGGTTGATAGCCATTTTGTTGGCTGTGCTGCTGGTGGGGATCGCCACCGCAGCTGCAGGT 
CCCATCGCTTTTATTGCACTGGCAGCACCTCAGATTGCCCGGGCTCTGGCCCGGGAGGAT 
GGAGTGCTGGTGGCTGCGTCGATAAGCATTGGCTCTGGGCTGTTAGTTGCGGCGGATTGC 
CTAGAGCAACACGTTGATACTGAGCTGCACACGCCCGTTGGCCTGGTGACCAGTTTGCTG 
GGCGGGGTGTATTTGATGTGGCTTTTGAGCCGAAAGGAGGCA 

>RXA0 18 2 2 -downs t ream 
TAAAT G C T G CAAG CGCATGATCT 

>RXA018 90~upstream 

G C T GAG G T T GAG AC CAAG C T G AAC AC CAT C T AC AC C C G CG A C AT CG AAC C AC T T A T T T AA 
T C C G AGC AC T T C AG C T AC AC C TAT T T AAG GAG G C T G T G AC 

>RXA018 90 

ATGGCGTCAATCGTCTTTGAAAACGTCACACGCAAATACTCTCCGGGCGCACGCCCGGCC 
GTCGACAAGCTTAATTTGGAAATCGCCGACGGCGAGTTCCTAGTTCTCGTTGGACCCTCA 
GGCTGTGGAAAGTCCACTTCTTTGCGCATGCTGGCTGGTCTTGAGCCTATCGACGAGGGA 
CGTCTACTCATTGATGGTAAAGACGCCACGGAACTGCGTCCGCAGGATCGTGACATCGCT 
ATGGTCTTCCAGAGCTACGCGCTGTACCCGAATAT GACTGTTCGGGACAACATGGGCTTT 
GCGCTGAAGAATCAGAAGGTGGCTAAGGCTGAGATCGAAAAGCGTGTTGCTGAAGCCTCA 
CGCATTCTGCAGCTGGATCCGTATCTTGATCGTAAGCCTGCAGCTTTGTCTGGTGGTCAG 
CGCCAGCGCGTGGCCATGGGCCGTGCAATTGTGCGTGAGCCATCGGTGTTCTGCATGGAT 
GAGCCACTGTCCAACCTAGATGCGAAGCTGCGTGTGTCTACGCGTGCGGAGATCTCTGGT 
TTGCAGCGTCGCATGGGCGTGACCACGGTGTATGTGACTCACGATCAGGTCGAGGCCATG 
ACCATGGGTGATCGCGTCGCTGTGCTTTTGCTCGGTGTGCTGCAGCAAGTAGACACCCCG 
CAGAACCTGTACGACTACCCAGCAAATGCGTTCGTCGCCAGCTTCATTGGTTCCCTTCCA 

>RXA018 90-downstream 

T GAAC T T GAT T GAGGGC ACC AT C 

>RXA01900-upstream 

AAAGGTGACACGCCTTACATTCTTGTGGTCTGACCAT GAGGTTGGGCCAATCGGTTTCAG 
CCCGTTTACTCCCGCCGTCCGTTTCAGAGAAGAGGTCACC 

>RXA01900 

ATGACAACCGCAGTAGATCAAAACTCACCGCCCAAGCAGCAACTCAACAAGCGCGTCCTG 
CTGGGCAGCTTGAGTGGCAGCGTTATCGAATGGTTCGACTTCCTGGTTTACGGAACCGTC 
GCCGCGCTGGTCTTCAACAAGATGTACTTCCCCAGCGGCAACGAGTTCCTCTCCACAATC 
CTGGCGTACGCATCCTTCTCCCTGACCTTCTTCTTCCGCCCCATTGGTGGCGTCATCTTC 
GCCCACATCGGCGACCGCATTGGGCGTAAGAAGACCCTGTTCATCACCTTGATGCTCATG 
GGTGGCGGCACCGTCGCCATTGGTTTGCTGCCCGACTACAACGCCATCGGCATTTGGGCA 
CCAATCCTTCTGATGTTCCTCCGCATTTTGCAGGGCATCGGAATTGGCGGCGAATGGGGT 
GGCGCACTGCTCCTGGCATACGAATACGCTCCAAAGAAGCAGCGTGGGCTCTACGGCGCA 
GTTCCTCAAATGGGCATTTCCCTGGGCATGCTGCTTGCAGCTGGCGTGATCTCTCTGCTC 
ACCCTCATGCCGGAAGATCAGTTCCTCACCTGGGGCTGGCGCATCCCATTCGTCGGATCC 
ATCCTCCTAGTGTTCATCGGCCTGTTCATCCGAAACGGCCTTGATGAAACCCCCGAGTTC 
AAGCGTATCCGCGATTCCGGCCAGCAGGTAAAGATGCCTCTGAAGGAAGTTCTGACCAAG 
TACTGGCCAGCCGTTCTGGTCTCCATCGGCGCAAAAGCTGCCGAGACCGGCCCCTTCTAC 
ATCTTCGGCACCTACATCGTTGCTTACGCAACCAACTTCCTGAACATCCGCGACAACATT 
GTCCTTCTGGCAGTTGCTTGCGCCGCCCTCGTTGCCACCATCTGGATGCCACTGTTCGGA 
TCCTTCTCCGACCGCGTCAACCGTGCAGTGCTCTACAGGATCTGTGCATCCGCAACCATC 
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GTGCTGATTGTCCCTTACTACTTGGTCCTCAACACCGGCGAAATTTGGGCACTGTTTATC 
ACTACCGTGATTGGCTTCGGCATCCTCTGGGGTAGCGTCAACGCAATCCTCGGAACCGTC 
ATCGCAGAAAACTTCGCACCTGAGGTCCGCTACACCGGCGCTACCCTGGGTTACCAAGTC 
GGAGCAGCACTCTTCGGCGGTACCGCACCCATTATCGCAGCATGGCTGTTCGAAATCTCC 
GGCGGACAATGGTGGCCAATCGCCGTCTACGTCGCTGCATGTTGCCTTCTCTCTGTGATC 
GCCTCGTTCTTCATCCAACGCGTCGCGCACCAAGAGAAC 

>RXA0 1900 -downstream 
TAAAATCTAAGTAAAACCCCTCC 

>RXA01939 

TCTACAAGCGGCACCGATCTTACGTCCTTGAGCCACAAGGAAATCTTCCAAATGCGACGC 
AAACTGCAGGTGGTGTTCCAGAACCCCTACGGCTCGCTTGATCCGATGTACTCCATCTAC 
C G G T G T AT T GAG G AAC C G C T G AC C AT CC AC AAG G T T GG T GG AG AC C GC AAG G C AC G C G AA 
GC TCGCGTCGTTGAACTTCTCGATATGGTGTCCATGCCCAGGTCCACCATGCGCCGCTAC 
CCCAACGAGCTTTCCGGTGGCCAACGTCAGCGCATCGCCATCGCCCGTGCATTGGCACTG 
AATCCAGAAGTGATCGTGTTGGATGAAGCGGTTTCCGCTTTGGACGTGTTGGTTCAGAAC 
C A G AT C C T C AC CCTGCTTG C AG AAC T T C AG C AG G AAC T G AAG C T C AC C TAT T T G T T CAT C 
ACCCACGACTTGGCCGTTGTTCGACAAACCGCCGACGATGTTGTGGTGATGCAAAAGGGA 
CGAATCGTTGAAAAGGGTCGTACCGACGACATCTTCAACGATCCTCAGCAGCACTACACC 
CGCGATTTGATCAATGCGGTACCTGGTCTGGGAATCGAGTTGGGTACTGGAGAAAACCTG 
GTT 

>RXA01939-downstream 
TAACCCGCACAGCCTCACTAAAC 

>RXA01 97 2 -upstream' 

ACGCGTTGCTGGATATCACCCTGGCCGTCGATGACAACGCCGAATGCATCGACGCCGGAT 
GCGCCGTACCTGGGTGTGTCACTGGACAGGAGAGTGCGTA 

>RXA01972 

GTGGCAACCGGTCTACTGTCGGCGATTGGTCTGTTTATCGCCACCAATATCGACGACATC 
ATCGTGCTCTCGCTGTTTTTTGCCCGCGGGGCGGGGCAAAAAGGGACCACGCTTCGGATT 
CTGGCTGGTCAGTACCTCGGCTTCATGGGCATCCTCGCGGCCGCAGTCCTGGTCACGCTG 
GGGGCAGGAGCATTCCTACCTGCTGAGGCGATCCCGTACTTCGGACTAATTCCCCTGGCC 
CTGGGACTATGGGCGGCCTGGCAGGCCTGGCGAAGCGAT GATGACGACGATGATGATGCG 
GAGATCGCCGGGAAAAAGGTGGGTGTGCTGACCGTCGCCGGTGTGACGTTTGCCAACGGT 
GGCGACAATATCGGCGTCTACGTCCCGGTCTTCCTCAACGTGGACACTGCCGCCGTCATC 
ATCTACTGCATCGTTTTCCTCGTCCTGGTGGCAGGCCTGGTCCTGCTGGCAAAGTTCGTG 
GCCACCCGCCCGCCCATCGCAGAAGTCCTTGAGCGCTGGGAGCACGTGCTGTTCCCGATC 
GTCCTGATCGGCCTGGGCATCTTCATCCTCGTCAGCGGCGGCGCCTTCGGCCTC 

>RXA0197 2-downstream 
TAATAAGCCCATCCCGAGCGCCC 

>RXA0198 6-upstream 

GCCACGATTAAAGACATTGGTGATGTGAATCACTGCCTACTACATCGTGTTTCGTGACCC 
TGCACCTCCAAGTAAGGGCACGACAAACTTAGGAGACAAG 

>RXA0198 6 

ATGGCTAGTACCTTCATTCAGGCCGACAGCCCTGAAAAAAGTAAGAAGCTGCCCCCACTC 
ACAGAAGGTCCGTATAGAAAGCGGCTATTCTACGTTGCACTAGTTGCGACGTTTGGTGGG 
CTGCTCTTCGGATATGACACCGGAGTAATCAACGGTGCACTCAACCCAATGACACGTGAG 
CTCGGACTAACCGCGTTCACCGAGGGTGTTGTAACTTCTTCCCTGCTGTTTGGTGCAGCA 
GCTGGTGCGATGTTTTTCGGTCGCATTTCCGACAACTGGGGTCGCCGGAAAACAATCATC 
TCACTTGCAGTAGCTTTCTTTGTCGGCACCATGATCTGCGTGTTTGCTCCATCTTTTGCA 
GTAATGGTTGTCGGACGTGTGCTTCTTGGACTCGCAGTTGGTGGCGCTTCCACTGTTGTC 
CCTGTCTACCTGGCTGAACTTGCTCCTTTTGAAATCCGTGGCTCACTGGCTGGCCGTAAT 
GAGTTGATGATTGTTGTTGGTCAGCTCGCAGCTTTTGTCATCAATGCGATTATTGGAAAT 
GTTTTTGGACACCACGATGGTGTGTGGCGCTACATGCTGGCAATTGCCGCAATCCCAGCA 
ATTGCCCTCTTCTTTGGA 
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> RX A 0 1 9 9 5 - up stream 

CCGACGCAAAGGCATGCGCCTGCGTGTCTCGAGTAGTCTCCTCCCCTTCCTCGTCCCCAA 
CCTCGACCATTACGGTCGCCCTCTCCTAAAGGAGCCTGGC 

>RXA01995 

ATGGATATCCGCCAAACAATTAACGACACAGCAATGTCGAGATATCAGTGGTTCATTGTA 
TTTATCGCAGTGCTGCTCAACGCACTGGACGGCTTTGATGTCCTCGCCATGTCTTTTACT 
GCGAATGCAGTGACCGAAGAATTTGGACTGAGTGGCAGCCAGCTTGGTGTGCTGCTGAGT 
TCCGCGCTGTTCGGCATGACCGCTGGATCTTTGCTGTTCGGTCCGATCGGTGACCGTTTC 
GGCCGTAAGAATGCCCTGATGATCGCGCTGCTGTTCAACGTGGTGGGATTGGTATTGTCC 
GCCACCGCGCAGTCCGCAGGCCAGTTGGGCGTGTGGCGTTTGATCACTGGTATCGGCATC 
GGCGGAATCCTCGCCTGCATCACAGTGGTGATCAGTGAGTTCTCCAACAACAAAAACCGC 
GGCATGGCCATGTCCATCTACGCTGCTGGTTACGGCATCGGCGCGTCCTTGGGCGGTTTC 
GGCGCAGCGCAGCTCATCCCAACATTTGGATGGCGCTCCGTGTTCGCAGCCGGTGCGATC 
GCAACTGGTATCGCCACCATCGCTACTTTCTTCTTCCTGCCAGAATCCGTTGATTGGCTG 
AGCACTCGCCGCCCTGCGGGCGCTCGCGACAAGAT CAATTACATTGCGCGCCGC 

>RXA02 033-upstream 

TGATCTGCTGTATCAGGTGGTTGATCCAAGAGTCGGTGCTGTTGGGGTTGCTAGCACTAA 
G G T T C C AG G GAG C G T GG C T T AAG T G AC AAC GAT C AAAAAC 

>RXA02 033 

ATGCCCCTTTCAGGGAAAATCGGCGGCTTCATCGTTGCCGTTGTATTTGTTCTTGCTGCG 
CTGTCTTTCATTTGGACTCCGTTTGATCCAGTTCAAGCTTTCCCACAGGAGCGCCTTGAG 
GGAAGTTCTTTGAGGCACCTGTTGGGAACGGATCGTTATGGTCGCGATGTTTTATCCCAG 
ATCATGGTTGGTTCCCGCGTCACGTTGTTGGTGGGCATCATTGCGGTGGCGATCGCAGCA 
TTAATCGGCACGCCACTGGGTATTGCTGCGGGAATGCGCCGTGGCATGGTGGAAACCTTT 
GTCATGCGTGGTGCCGATTTAATGTTGGCGTTCCCAGCACTGTTGTTGGCGATTATTTCC 
GGCGCCGTTTTCGGCGCCTCCACGTGGfCCGCGATGGTCGCGATCGGCATCGCAGGCATC 
CCTAGTTTTGCCCGCGTGGCTCGTGCAGGCACATTGCAGGTGACCAGTCAGGATTTCATC 
GCAGCTGCTCGGCTATCAAAAGTAAGTTCCGCCCGGATCGCGCTTCGCCATATTTTGCCC 
AACATCACCAGCATGTTGATCGTTCAGGCATCAGTAGCTTTTGCCCTGGCGATCCTGGCG 
GAAGCCGCATTGAGTTTCCTCGGTTTGGGCACCACTCCCCCGGATCCCAGCTGGGGTCGC 
ATGTTGCAAACCGCTCAAGCATCCATCGGCGTCACCCCCATGTTGGCGGTGTGGCCCGGT 
GCTGCGATCGCTTTGACGGTCCTTGGTTTTAATCTTTTCGGTGATGGTTTACGCGATGCC 
ATCGATCCA 

>RXA02033-downstream 
T AGT AT TAT AT 



>RXA02 034 -upstream 

TCGTGGTGATGTCACCAGAGATCACCGGCATTGATCCCAACGTGGTGTCCGGGGCGTTGG 
AATTGTCGTTGATTGGTCGGAAAGAATCCGGGGTAGCGCA 

>RXA02 03 4 

GTGAGTAAAACAATCGCTTGGACTGTGCTGCGGTACACCCTGACTTTTGTGATCGCCAGC 
ATCATCATTTTTGTGCTGATTCGAGTCATCCCCGGTGACCCCGCCGCTGTTGCCCTGGGA 
ATTACCGCGACACCAGAAGCAATCGCTGCGTTGCAATCACAATTAGGTACTGATCAACCG 
CTTTTCCAACAGTACTTTTCCTGGATAGGTGGAATGCTCACTGGCGATTTCGGCACCTCG 
CTGAGCTCTGGCCAAGACCTTTCCCCCATCATTTTTGACCGCTTACAAGTGAGCCTCATT 
TTGGTGGGATGCTCCATTGTGTTGTCGTTGCTCATTGCCATTCCACTTGGTGTGCTTTCG 
GCCCGGCGCGGTGGCGTGATCATTTCCGGCATCAGCCAGATTGGCATTGCGATCCCTAGT 
TTCCTCGCCGGTATTTTGTTGGTCGCTGTCTTCGCCGTTGGTTTGGGGTGGCTGCCCGCC 
AATGGCTGGATTCCGCCGTCGGAAAACTTTGGAGGTTTCTTAGCCAGGCTGATCCTCCCG 
GTTCTGGCTCTTACTGCTGTTCAAGCAGCAATTTTGACCCGCTATGTCCGCTCTGCAGTA 
ATGGATGTAATGGGGCAAGATTTCATGCGCACCGCGAGGTCGAAAGGTATGAGCTTCAAC 
CGCGCGTTGATCATCCACGGTCTTCGGAATGCTGCTCTTCCTGTCCTTACCGTCACTGGT 
TTGCAGCTAACAACCTTGGTTATCGGCGCCGTGGTGATTGAACAAGTCTTTGTCATCCCC 
GGAATCGGTTCGATGCTGCTGGAGTCCGTGTCCAACCGTGATCTCATCGCTGTGCAATCT 
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ATTGTCATGCTGCTGGTGGCGTTCACGTTGCTGGTTAATTTGGTGGTTGATCTGCTGTAT 
CAGGTGGTTGATCCAAGAGTCGGTGCTGTTGGGGTTGCTAGCACTAAGGTTCCAGGGAGC 
GTGGCT 

>RXA0 2 03 4 -downs t ream 
TAAG T G AC AAC GAT CAAAAACA T 

>RXA02035-upstream 

GGATTTTCCATTGGCGGAGGTTCATGCGGCGGGTATCCATTGCCTTCCATTTTAGTTTTC 
C ATT T AGT T TCCCGGAT CACACCGACT AAT C T CAGAAGCC 

>RXA02035 

ATGAAGATCACGCGCGGACTCCTGCCATCATTGCTGTTGGCAAGCACAATCGTGGTGTCG 
TCATGCTCTGCTGGATCGACTGCGTATCAGCAGCCCCCTGCTGTTGATCAATCATCCATT 
GTCATTGCTACCACGGCTGCTGCGGCGTCACTTGATTTCACCAATGCTGCGGGCGCTGCT 
ATTCCGCAGGCGAT GATGTCCAATATTTACGAGGGGCTTGTGCGCATCGATGCGGAGGGT 
GAGATTCAGCCGCTGCTTGCCACGTCGTGGGATATTTCAGACGATCGCACCGAGTACATT 
TTCCATTTGCGGGAGGGTGTGCTGTTTTCCAACGGCGATCCCTTCAATGCTGATTCTGCG 
AAGTTTTCCATTGATCGGGTAAAAACTGACTGGACCAATGGTTTGAAAAGTGGCATGGAT 
GTGGTGGAGTCCACCGAGGTGATTGACGATCACACGCTGAAAGTTTCGCTGGTCAGGCCG 
TCCAACCAATGGTTGTGGAGCATGGGTACCGCGATCGGTGCCATGATGACGGAGGGGGGC 
GTCGATAAGCTGGCAACTGATCCCGTTGGCACCGGCCCGTACACGGTGACGCACTGGGCG 
CCGGGCCGCGCAATTGGGTTCGGCGCGCGGGCCGATTATTGGGGGCAGAAGCCGCTTAAC 
GACGCCGCAACCATCCGCTACTTCAGCGATGCGACGGCCTCGACCAATGCGCTGCAAAGC 
GGTGACGTGGACGTGATTTGGGCGATGCAAGCGCCCGAACAGCTGGCTACGCTGCAGGAA 
TACACCGTGGAAGTGGGCACAACCAATGGTGAGATGTTGCTGTCGATGAATAATCAGCGT 
GCACCTTTTGATGATGTGCGTGTGCGCCAGGCGGTGATGTTTGCGATTGATCGCCAAGCC 
GTCATTGATACCGCGTTGGAAGGTTACGGCACCGACACTGGTGGCGTGCCTGTTCCGCCG 
ACTGATGCGTGGTACGAGAAATCCACGATGTACCCCTACGATCCGGACCGCGCACGGGCA 
TTGTTAGAGGAGGCCGGCGCCGAGGGAACGCGGATCACCATGTCCATTCCTTCGTTGCCG 
TACGCTCAGGCAGCCTCTGAAATCCTGTACTCGCAACTGCGAGATGTTGGTTTTGATCCT 
GTGATTGAATCAACCGAGTTCCCAGCCGTCTGGTTGGCACAGGTCATGGGGCAAAAAGAC 
TACGACATGTCACTAATCGCGCATGTGGAACCCCGCGACATCCCCACGCTGTTTAGCCCC 
AACTACTATTTGGGCTTTGACGACACCGAAACCCAAGCCCTCCTCGCAGAGGCAGACAGT 
TCAGCAAACGAAGTGGAATTGATGCAACAAGCTGTCGATCGAATCATGGAACAAGCCGTC 
G C C G AC AAC C T CAT G AAC G T G G C C AAC AT C G T G G T GAT G T C A C C AG AG AT C AC C G G CAT T 
GATCCCAACGTGGTGTCCGGGGCGTTGGAATTGTCGTTGATTGGTCGGAAAGAATCCGGG 
GTAGCGCAG 

>RXA02035~downstream 

T G AG T AAAAC AAT C G C T T G G AC T 

>RXA02 062 -upstream 

TTGTCTAAACATCGTTTTGGGGTCCGAATGATAGCCCCTTTTAATGCCCCCATTTCGGTA 
TCGCTGCGCAACTGTTTTTAGATGGCTAATCTTTGAAATT 

>RXA02 0 62 

ATGAGAGTCGGAATGATGACAAGAGAGTATCCACCAGAGGTTTACGGCGGCGCTGGCGTG 
CACGTCACCGAATTGACCCGATTCATGCGTGAGATCGCTGAAGTTGATGTTCACTGCATG 
GGTGCACCTCGCGATATGGAGGGAGTTTTCGTCCACGGCGTCGATCCTGCCTTGGAAAGC 
GCGAACCCTGCGATTAAGACACTGTCCACCGGTTTACGCATGGCAGAAGCTGCAAACAAC 
GTGGATGTCGTGCACTCACACACTTGGTATGCAGGTCTTGGCGGCCACCTTGCAGCTCGT 
CTCCACGGCATTCCTCACGTGGCTACCGCGCACTCTTTGGAGCCAGATCGCCCATGGAAG 
CGTGAGCAGCTTGGCGGTGGATACGACGTGTCCTCCTGGTCTGAAAAAAATGCCATGGAA 
TACGCTGACGCGGTCATCGCTGTGTCGGCTCGCATGAAAGATTCCATCCTCGCTGCGTAC 
CCTCGCATCGAGCCGGACAACGTGCGTGTTGTCCTCAACGGCATCGACACTGAGTTGTGG 
CAGCCTCGCCCGACTTTCGATGACGCGGAAGATTCCGTACTCCGCTCCCTAGGCGTTGAC 
CCACAGCGGCCCATCGTCGCATTTGTCGGCCGCATCACCCGCCAAAAAGGCGTCGAGCAC 
CTCATCAAGGCAGCAGCGCTTTTCGACGAGTCCGTGCAGCTTGTGCTCTGTGCCGGCGCG 
CCAGACACCCCCGAAATCGCAGCTCGCACCACCGCCCTGGTGGAAGAACTCCAGGCAAAG 
CGCGAAGGCATTTTCTGGGTTCAGGACATGCTGGGCAAGGACAAAATCCAAGAGATTCTC 
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ACCGCTGCTGACACCTTCGTGTGCCCATCCATTTACGAGCCACTGGGCATCGTGAACTTG 
GAAGCAATGGCCTGCAACACCGCAGTTGTCGCATCCGACGTTGGAGGCATCCCTGAGGTT 
GTTGTCGACGGCACCACCGGCGCCCTCGTTCACTACGACGAAAATGATGTCGAAACCTTC 
GAGCGCGATATCGCCGAAGCGGTGAATAAAATGGTCGCTGATCGAGAGACCGCAGCCAAA 
TTTGGTCTCGCAGGGCGCGAACGTGCTATCAATGATTTCTCCTGGGCAACGATTGCTCAG 
C AG AC C AT T GAT G TGTACAAAT CCTT GAT G 

>RXA02 0 62 -downstream 
TAAAACCGAAAGCCGGGGAACCT 

>RXA02068 

ATTTTTGTCCCCATGTTGCGTATCGCTGCCATTGAACCGAAAGACATTACTTTGGTTACC 
GGTTCTGTATCACTTCGAACCTTTCGCGTGCGCACCGGTGAATTGCAGGTCATGGGCGAT 
ATTGTGGGTGCAAAAGTACATACCGATGATCCAGAGCTGCAACAATTCCACGGTCGCGCG 
GTAGAAATCGCCGATGTGGAGCTGGAGTTATCGCGCACTCGCGATTGGATCATCACGCGC 
GTGGCGGTGCTGGGTGAGCGCCCTAAATTTGGCCGGCGCCCAGTGCTGCACACAGTGCCG 
TGGAGTCATATCCACGGCATCACCGCAGGTGGTGTCGGCGAGTCCAATCACACCGCCGAA 
CTCATCGCAGGGTTTGAGGATATGAGGCCTGCGGACGTCGCAAAGCAGCTTTATCAGCTG 
CCTACGGCTCAGCGTACCGAAGTGACGGAAGAGCTTGACGACGAAAAGCTGGCGGATATC 
CTGCAGGAATTGTCCGAGGACCGCCAAGCCGAGTTGATTGAAGAATTAGACATCGAACGT 
GCCGCGGACATTCTGGAGGAAATGGATCCAGATGATGCTGCAGACTTGTTGGGTGAGCTG 
CCTGATGACAAAGCTGATGTGTTGTTGGATCTGATGGACCCTGAGGAATCTGCGCCGGTG 
CGTCGTTTGATGGATTTCTCCCCGGACACCGTTGGTGCGCTGATGACTCCTGAGCCATTA 
ATTATGGATCCTTCCACCACAGTCGCTGAAGCGTTGGCGATGGCCAGAAACCCCGACCTT 
CCTACTTCTTTGGCATCGTTGATCTTTGTGGTGCGCCCACCCACGGCCACGCCTACTGGA 
AAATACCTCGGCTGCGTGCATCTGCAGAAACTGCTTCGGGAGCCTCCATCAAGTTTGATT 
GGTGGCATCCTCGACCCCGATCTGCCACCGCTCTACGCTGATGATTCTCAAGAAACCGCA 
GCTCGATTCTTTGCCACCTACAACTTGGTGTGCGGCCCCGTCTTGGATGAAAACCGCCAT 
CTGCTTGGTGCCGTAGCTGTCGAT GACTTGCTCGACCACATGCTGCCAGAAGACTGGCGC 
GACGCCGGAATCCGACCAGGAAAGGAGCACACCCATGGC 

>RXA02 068 -downstream 
TGATTTCAACCGCTCTGAATTAG 

>RXA02 0 7 9-upstream 

CGGGGAGCCGTGCGGACGCTGCGGAACATTAATCATCCGGGAGAGTTTCATGAACCGCGG 
CTCCCACTACTGCCCAAACTGCCAGAAGCGGCGCTAGCTG 

>RXA02 07 9 

ATGAGCGAAGCTTTTGATGCAACCAAAGTGCGCAAAGCTGTGCTCACCGTCGCGCTGCTT 
AACTTCGCTTATTTCTTTGTAGAATTCTTTATTGCATTAAGCGCAGGCTCCGTTTCTCTA 
CTGGCTGACAGTGTCGATTTTCTTGAAGACACCTCCATCAACCTGCTCATTTTCATTGCC 
CTAGGATGGCCGTTGGCGAGGCGCGCAGTGATGGGCAAACTTATGGCGATTGTGATTCTT 
GCACCTGCTGCTTTTGCTGCGTGGGCAGCGATTCAACGGTTTTCCGCACCGCAAGCGCCC 
GAAGTGTTTCCGATCATCGTCGCTTCTCTGGGCGCCGTCGTGATCAACGGCGCGAGTGCC 
ATCATTATTTCTCGAGTGCGACAACATGGTGGCTCGCTTGGCCAAGCTGCCTTCCTATCC 
GCCCGAAATGACGTCCTGATCAACATTGCCATCATCATGATGGCCTTAATTACCGCATGG 
ACGACGTCTGGATGGCCAGATTTGATCCTAGGTTGTTTCATCATTCTGCTCGCACTGCAC 
GCCGCTCACGAGGTGTGGGAAGTCAGTGAGGAAGAACGCCTCGCCTCCAAAGCCCTTGCT 
GGGGAAGCCATCGAT 

>RXA0207 9-downstream 
TAGGGGAGCAGTATGAGCTTTTC 

>RXA020 96-upstream 

CGCTTCGACGACCTCACCCACAGCGATATCCGCAGGAATCTCATCGCGGTTTTTGATGAG 
CCGTTCTTGTACTCCTCCTCCATACCGCGAGAACATCTCG 

>RXA020 9 6 

AT G G G T T T GG AT G T C A G T GAT GAG C AG AT C G AAC AC G C AGC C AG G C T T G C C C AG G C T CAT 
GAT T T TAT C GAT C G C C T T C C AAAC AAAT AC G AG G AAG T CAT T GG C G AAC G C GGC C T G AC G 
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CTTTCTGGTGGTCAACGCCAACGCATCGCCCTCGCACGGGCTTTCCTGGCGCATCCCAAA 
GTGTTGGTGCTTGATGATGCCACCTCTGCCATTGATGCCTCCACTGAGGACCGCATTTTC 
CAGGCCTTGCGCGAAGAACTGCACGATGTCACCATTTTGATCATCGCGCACCGCCACTCC 
ACTTTGGAGCTCGGCGATCGGGTTGGTCTGGTCGAAGATGGACGGGTAACAGCACTGGGA 
CCGTTGAGTGAGATGCGTGATCACGCTCGTTTCTCGCATCTGATGGCTCTTGATTTCCAG 
GATTCTCACGATCCGGAATTCACCCTCGACAACGGTTCACTACCCAGCCAAGAGCAATTG 
TGGCCGGAGGTCTCCACAGAAAAGCAGTACAAGATTCTTGCGCCTGCCCCTGGTCGAGGC 
CGTGGCATGTCCATGCCAGCAACCCCTGAGCTGCTCGCCCAGATTGAGGCGCTGCCAGCA 
GCAACGGAAGAAACACGAGTTGATGCCGGGAGGCTACGCACCAGTACCTCCGGTTTCAAA 
TTGCTCAGTTTATTCAAGCAGGTCCGTTGGCTCGTCGTCGCGGTCATCGCGTTGTTGCTG 
GTGGGCGTAGCCGCCGATCTAGCATTTCCAACACTGATGCGCGCAGCCATCGACAACGGT 
GTGCAAGCACAAAGCACCTCCACGTTGTGGTGGATCGCCATCGCAGGCAGCGTAGTAGTC 
CTTCTGTCCTGGGCCGCCGCCGCGATCAACACGATTATCACGGCACGCACCGGTGAACGG 
CTGCTTTACGGCTTGCGTCTGCGCTCATTTGTGCATCTATTGCGCCTGTCCATGAGCTAT 
TTCGAACGCACCATGTCCGGCCGCATCATGACGCGCATGACCACCGACATCGACAACCTC 
TCGTCCTTCCTCCAATCAGGTCTGGCGCAAACAGTTGTCTCTGTGGGCACGCTCATCGGT 
GTGGTCACCATGCTCGCCATCACCGACGCACAAC TAGCACTCGTTGCGCTGTCCGTGGTG 
CCGATCATCATCGTGCTCACTCTCATTTTCCGACGCATCAGCTCCAGGCTGTACACCGCT 
TCACGCGAGCAAGCCAGCCAGGTCAACGCGGTATTCCACGAGTCCATCGCCGGTTTACGC 
ACCGCGCAGATGCACCGCATGGAAGACCAAGTCTTTGACAATTATGCGGGCGAAGCA 

>RXA02119-upstream 

TTCGGTCCGCTCTGGCAAAAATGGCTGGCTGCCACCTCGGCGCAGCAGCTTAAGGGCTGG 
GCTTAAATTGCTTGTCGACGCCTAGTGCCACAATGGAGAC 

>RXA02119 

ATGACCGAAACACTTGTGGTGAATGGCCTTGCAGGCGGCTATGGGCACCGCACATTATTT 
AACGATGTGAATCTCACCGTAGCTGCCGGCGATGTCGTGGGCGTTGTCGGCGTCAATGGC 
GCTGGTAAATCCACATTTCTAAAAATTCTGGCGGGCGTGGAAAAGCCACTGGCTGGAACT 
ATCGCGCTTTCGCCAGCCGATGCTTTTGTGGGCTACTTGCCACAGGAACACACCCGCACG 
TCTGGAGAGACGATCGCAGTTTACATTGCTCGTCGAACCGGCTGCCAAGCTGCAACAACT 
GCCATGGATGACACCGCCGAAGCGTTTGGTGCGGATCCAGACAACGCTGCCTTGGCCGAT 
GCATACGCCGAGGCGCTGGATCGGTGGATGGCCAGTGGCGCAGCCGATTTGGATGAACGC 
ATCCCCATCGTGCTCGCTGATTTGGGCTTTGAGCTTCCCACCTCGACGCTGATGGAAGGA 
CTTTCAGGCGGGCAGGCAGCCCGGGTCGGGCTGGCGGCGTTACTGTTGTCACGTTTTGAC 
ATTGTGCTTCTCGACGAGCCCACCAACGATTTGGATCTCGACGGTCTTGAGCAACTGGAG 
AATTTTGTTCAGGGGCTTCGCGGGGGAGTCGTACTGGTCAGCCATGATCGTGAGTTTCTT 
TCCAGGTGTGTGACCACTGTGCTGGAACTCGATCTGCACCAAAATTCCCACCATGTTTAT 
GGCGGTGGATATGATTCCTACCTTGAGGAACGCGCAGTGCTACGCCAGCACGCCCGTGAC 
CAATATGAGGAATTTGCGGAAAAGAAGAAGGACCTTGTGGCACGTGCTCGAACGCAGCGT 
GAATGGTCTAGTCACGGTGTCCGCAATGCTATTAAACGTGCACCTGACAACGACAAACTT 
CGGAAGAAAGCCGCTGCGGAATCCAGTGAAAAGCAGGCTCAAAAAGTCCGCCAGATGGAA 
AGCCGCATCGCTCGGTTAGAAGAAGTTGAAGAGCCACGTAAAGAATGGAAACTGCAGTTC 
AGCGTCGGTAAGGCGTCGCGGTCAAGTTCTGTTGTTTCCACGTTGAATGATGCAAGCTTC 
ACCCAAGGCGATTTCACCTTGGGACCAGTATCCATCCAAGTAAATGCTGGCGATCGCATT 
GGCATCACAGGACCCAACGGTGCTGGTAAATCCACATTGCTGCGCGGACTATTGGGAAAC 
CAAGAACCCACCAGCGGTACTGCCACGATGGGCACGAGCGTGGCGATCGGAGAAATCGAT 
CAGGCACGAGCGTTACTTGATCCACAGTTGCCACTGATTTCTGCGTTTGAAAAGCATGTT 
CCAGACTTACCGATCAGTGAGGTGCGCACACTGCTCGCGAAATTTGGGCTGAATGATAAT 
CATGTGGAACGGGACGTCGAAAAGCTATCTCCTGGCGAGCGCACGCGCGCCGGACTTGCG 
CTGCTACAGGTGCGGGGCGTCAACGTGCTTGTTCTTGATGAGCCCACCAACCACCTTGAC 
CTGGAGGCCATCGAGCAATTGGAGCAAGCGTTGGCCTCGTATGATGGTGTGTTGCTGCTG 
GTCACGCACGATCGTCGCATGTTGGACGCTGTGCAGACCAATCGTCGTTGGCATGTCGAG 
GCTGGCGAAGTTAGGGAGCTA 

>RXA02119-downstream 
TAACCGTTTCCGTATTGATGCCA 

>RXA02220-upstream 

GGGCTTTCGCCGCGGAATGGTCCCTCGTCCAGGTCTTTAATTGATGTCTTGACGTGATCT 
GGGCGGGCACGCGGCCAATCATGTGAAAGGTCTGTTTTAG 
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>RXA0222 0 

GTGTCGTCCCCTCTCCCCGCTGCCGTCACATCAAAACCCGCCCACGCGCTTTCCTCTGAT 
GAGGTGTTAGAAAATCTCGGGGTCCAGGACACCGGATTGACCTCCGCGGAGGCAACACAG 
CGTTTGGAAGCAAACGGGCCAAACGAGCTTCCTCAAACTCCACCTGAAACAGTCTGGCAA 
CGGCTATTCCGCCAGGTCAACGATCCAATGATCTACGTTCTCATTGCCGCCGCGGTACTC 
ACGGCGTTTCTTGGGCATTGGACAGACACCATCGTGATCGGCGCCGTTGTCATCATCAAC 
ATGATGGTTGGGTTCATCCAAGAGGGCAAAGCTGCGGATGCGTTGGCATCGATCCGCAAC 
ATGCTCTCCCCGGAATCCGCGGCGTTGCGCGATGGGGTCTTCCACAAAATTGATGCGGCA 
GAGCTGGTGGTCGGTGACGTTGTGAAACTATCCGCCGGCGATAAAGTGCCCGCTGACCTG 
CGCATGCTCGCCGCCACCAATCTGCACATTGAGGAATCCGCGCTCACCGGCGAGGCGGAA 
GCAGTGGTCAAAGGTACTGATCCAGTTGAGGCCGACGCCGGAATCGGCGACCGCACATCC 
ATGGCGTTTTCAGGAACGCTGGTGCTCACAGGCAGCGGCACCGGCGTGGTCACCGCCACC 
GGTGCAGGCACAGAAATCGGGCACATCACCACCATGCTTGCCGACGTCGACTCCGTGGAT 
ACCCCATTGACTCGGTCGATGAAAAAGTTCTCATCGGCGTTAGCAATCGTGTGTGTATTC 
CTAGCGATCCTCATGCTGGTGGTTGCCGGTCTAGTCCACCACACACCTTTGGAAGAGCTC 
ATTCTTTCCGCCATCGGCTTTGCGGTGGCTGCCATTCCGGAGGGTCTACCTGCGGTTATC 
GCCATCACGCTGGCATTGGGTGTGCAAAAGATGGCAGCTCGAAATGCGATTACGCGCCGG 
TTGAATTCCGTGGAAACACTTGGCTCTGTCACCACCATCTGCACGGATAAAACCGGCACA 
CTCACCCGCAATGAGATGACAGTCCGCGCAATCGCCACCGGTACGAGTCTTTATGACGTC 
AGTGGAGCAGGCTACGAACCTCTCGGGGAAATCCGCTTAAAAGACGGCGAGCAAGTATCC 
AAGCAGGATTTCCCAGATCTCTACGCCATGGCGTTGGTCGCAGCGAACGTCAACGACGCC 
GAAATTTACCAAGAAGACGGCATGTGGAGGCTTTCCGGCGAACCCACCGACGGCGGTATT 
CGTGCCTTTGCAAT GAAAACCAACGCTGAAATCTTGACCCGAACAGCCGAAGTCCCCTTC 
GATTCCGCATACAAATACATGGCGACGCTTCACACCATCGATGGAGCAAACACCATGCTG 
GTCAAGGGCGCTCCCGATCGTTTATTGGATAGAAGTGCACAGCAGCGCAACGGTGAACCA 
CTTGACCGGCCGTATTGGGAACAGCTCATCGAGGACCTCGCGTCCCAAGGCCTCCGCGTG 
C TGGCTGCGGC AT ATAAAGAGCTTCCCCACAGCACGTCAACAATTACTCCAGAAGATGTT 
GACCAGGGCGAACTCACCTTCCTCGGGCTCTACGGCATCATGGATCCGCCACGCGAAGAA 
GTCATCGAAGCCATGAAAGTGGTGCAATCGGCAGGCGTTCGCGTCCGCATGATCACCGGC 
GATCACTCCTCCACGGCCCGCGCAATCGCCCGCGAAGTGGGAATCCGCGGCCAGAACGTG 
CTCACCGGTGCGGAAATTACTGCGGCTACTGAT GAGGAGCTGCAGGGACTCGTCGATAAT 
GCTGATCTTTTTGTGCGCACCAGCCCCGAGCACAAGCTGCGCGTCGTGCGCGCACTGCAA 
GCTAACGGCGAAGTCGCGTCCATGACCGGCGACGGCGTCAACGATGCGCCAGCGCTAAAA 
CAAGCCGACGTCGGCGTCGCCATGGGCATTAAGGGCACCGAAGCCACCAAAGACGCGGCC 
GACATCGTGCTTGCCGACGACAATTTCGCCACAATCGCCGGCGCCGTAGAAATGGGTCGC 
ACCATCTACGACAACCTGCGCAAAGCCGTCGTCTTCATGCTCCCCACCAACGGCGCCCAA 
GGCCTCGTCATTTTCATCGCGATGCTGCTCGGCTGGGAACTGCCCATCACCGCACTTCAA 
GTGCTGTGGATCAACCTCATCACCGCCATCACACTGTCCCTGGCGCTGTCCTTCGAGCCG 
GCCGAGCCCGGCATCATGAACAGAAAACCCAGAAACCCCAAGAGCGGGCTTATCGACGCC 
CCCTCCGTGCTTCGCATCGTCTATGTCTCCCTGCTGCTCGGCGGAGCAACGTTCTGGGCT 
TTCCTTGGCGCCCGCGACGCAGGAATCGACATCGACACCGCCCGCACCATCGCGGTCACC 
ACCCTTGCAGTCAGCCAAGTGTTCTACCTTTTAAGCTCCCGATACTTCGAAGTATCCGCG 
CTGCGAAAAGAACTCTTCACCACCAACCCGATTTCCTGGCTGTGCATCGCACTCATGCTG 
ATCCTGCAACTGGCCTTTGTCTACCTGCCGTTCATGCAAAGCACCTTCGACACCGCCGCA 
CTGACGCTTAGAGATTGGGTCATGCCACTGGTGTTTGGTGTTGTTGTCTTTGCGGTCGTT 
GAAACCGAGAAATTCATCAGGCGCCTTAAAGCGTCT 

>RXA02220-downstream 
TAAGGTTTCAGCCCCTCAAGATA 

>RXA02 222 -upstream 

CATCCGCTGAACATCGTCTGTCTACAGCGTTTGGAGAACGCGAAAAAGATGAGGCAGTAC 
AAGATTGCAAAAACCTTGAAAAAGTGTATGGCAGCGATGG 

>RXA02 222 

T T G G G T C GAC C T C C C C C AG GAG AC G T T CAT AC T C T C C TAG AC GAT AT C G G AGC AG AG GAA 
TCTGAAGCAGATAAAGTTCCAATTGAATGGCAAAACGCCCTGACTAAGGCAGACAGGTAT 
GCAAACCGGCAACACATGTCTCAGGCACGACTCTATCGCCAATTAACCAGTGATGTTGGA 
G AG GGC T T C AC T G AAG AAG C T G C C C AAT AC G C AA T C G AAAAT G T G AAC GC AG AC T G G AAC 
GCTAACGCCCTAGTAAAAGCAAGAAATTACCAGGAGCGCCAAGCAATGTCAGTAGACCGC 
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ATTTACAGGCAACTTACTAGTGAACACGGTGAAGGGTTTACCCCAGAGCAGGCACAATAC 
GCGATCGACAACCTA 

>RXA02222-downstream 
TAAGGCATAAAGATCCTAGTATT 

>RXA02 3 12 -upstream 

TTAGCGCCCATTAACGCTTCACATCCTTATATTCCCAAGGAGCACGACCATTTCTGATTC 
AG C AG T C C AGG AG AAT C AC GAAC C GC AC C T C AAG C G CGG T 

>RXA02312 

TTGAGCAATAGACACCTTCAGCTCATCGCCATCGGCGGAGCGATCGGTACGGGTCTGTTC 
ATGGGGTCCGGCAAGACGATCTCCGTTGCGGGGCCATCAGTAATTTTGGTGTACGCCATT 
ATTGGTTTCATGCTTTTCTTCGTCATGCGTGCCATGGGAGAGCTGCTGGTCGCCAATTTG 
AATTACAAATCTTTGCGCGATGCGGTCTCTGATATTTTGGGTCCTGGCGCAGGTTTTGTC 
ACCGGCTGGACATATTGGTTCTGCTGGATTGCCACAGGCATGGCGGACATCGTGGCGATC 
ACTGGATACACCCAATACTGGTGGCCTGAGATCCCATTGTGGCTTCCAGGTGTGCTCACC 
ATTGCGTTGCTGTTTGCCCTGAACTTGGCTGCGGTACGACTGTTCGGTGAGATGGAGTTT 
TGGTTCGCCATCATCAAAATCGTGGCTATCGTGTCCTTGATCGTCGTGGGACTTTTCATG 
GTGGTCACAGCCTTTGAATCACCTAATGGCACCACCGCGCAGTTCAACAACCTCATTGAG 
CATGGCGGATTTTTCCCCAACGGCATCACCGGTTTCTTGGCTGGTTTCCAGATCGCTATC 
TTTGCGTTCGTCGGGATTGAACTTGCCGGCACTGCAGCTGCAGAGACTGAGAATCCCACC 
AAGACGCTTCCTCGGGCAATCAACTCCATTCCCATCCGCATCGTGGTGTTCTATGTTTTG 
GCGTTGGCTGTCATCATGATGGTCACCCCATGGGATCAGGTCCGTGCTGACAACAGCCCA 
TTCGTGCAGATGTTCGCGCTGGCAGGAATCCCAGCGGCGGCAGGCATCATTAACTTTGTG 
GTCATCACTTCTGCAGCGTCGTCTGCCAACAGTGGTATTTTCTCCACCTCCCGCATGTTG 
TATGGATTGTCTTTGGAAGGCGCAGCTCCGAAACGGTGGAGCCGGTTGTCCAAGAACTTG 
GTGCCAGCCAGGGGATTGACTTTTTCTGTGATTTGCCTCATTCCAGCGGTGGGTTTGCTG 
TACGCTGGCGGCACTGTCATCGAGGCATTCACACTGATCACCACGGTTTCTTCGGTGTTG 
TTCATGGTGGTGTGGTCCTACATTTTGGTGGCTTATATCGTCTACCGCCGCAACAGCCCG 
GAATTACACAAAAAGTCGATTTTCAAAATGCCTGGCGGCGTGGTCATGGCAGTTGTGGTG 
TTGGTGTTCTTCGCAGCGATGTTGGTGGTGCTGTCCCTGGAGCCGGATACCCGTGCAGCG 
CTCATCGCGACGCCAGTGTGGTTCATCATTTTGGGTATCGGTTGGTTGTCCATCGGTGGA 
G C T AAG G G C G C T AAG CAT C GC AG C C AAAT AAC C T C C C AC 

>RXA023 12 -downstream 
TAAAGCTCCTGGGTTAGACTCGA 

>RXA02313-upstream 

CAGGATGTAACCGAAAAGATCTCAACACTTAAATAAAGTTCTCGATAAAGCCATGTTCGG 
TTAACTGCGATGTAGGCATGATGTGGAGATAATAAGGCCC 

>RXA02 313 

ATGCGGGTAGCAATTGTTGCAGAGTCGTTCCTTCCAAATGTCAACGGAGTCACCAACTCG 
GTGCTCCGGGTGTTGGAGCATTTGAAAGCCAACGGACACGACGCGCTCGTCATCGCGCCG 
GGTGCCCGGGATTTTGAAGAAGAAATCGGCCACTACCTGGGCTTTGAAATTGTGCGCGTC 
CCCACCGTTCGGGTCCCACTGATTGATTCACTGCCCATCGGTGTTCCTCTGCCCTCAGTT 
ACCTCTGTGCTGCGCGAGTACAACCCAGACATCATTCACCTGGCATCCCCATTTGTGCTC 
GGTGGAGCGGCAGCATTCGCAGC7VAGGCAGCTGCGCATCCCAGCAATTGCTATCTATCAA 
ACTGATGTCGCAGGGTTCTCCCAGCGCTACCACCTGGCACCGTTGGCCACTGCAAGCTGG 
GAATGGATCAAGACGGTCCACAACATGTGCCAGCGCACCCTTGCTCCCTCATCCATGAGC 
ATTGACGAGCTGCGTGACCACGGAATTAATGATATTTTCCACTGGGCTCGGGGCGTGGAC 
TCCAAGCGTTTCCACCCTGGAAAGCGTTCCGTAGCGCTACGTAAGTCTTGGGATCCAAGT 
GGAGCAAAGAAGATCGTTGGTTTCGTTGGGCGCCTTGCATCCGAAAAGGGCGTGGAGCGC 
CTTGCTGGATTATCCGGACGCTCAGACATCCAATTGGTCATCGTCGGTGATGGCCCAGAG 
GCCAAGTACCTGCAGGAAATGATGCCGGATGCGATCTTCACAGGAGCTCTCGGCGGCGAG 
GAACTAGCCACCACCTACGCATCACTCGATCTGTTTGTGCACCCAGGTGAGTTTGAAACC 
TTCTGCCAGGCGATCCAGGAAGCCCAAGCATCAGGTGTGCCCACCATTGGCCCACGCGCA 
GGTGGTCCCATTGATTTGATCAACGAAGGCGTCAACGGCCTGCTTCTTGATGTTGTAGAT 
TTCAAGGAAACCCTCCCCGCTGCAGCCGAATGGATTTTGGACGATTCCCGCCACTCCGAA 
ATGTGCGCAGCTGCTTGGGAAGGTGTGAAAGACAAGACCTGGGAAGCTTTGTGCACCCAG 
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CTTCTCCAGCACTACGCGGATGTAATCGCATTGTCACAGCGCATCCCACTGACATTCTTT 
GGCCCTAGCGCTGAAGTAGCAAAGCTTCCACTGTGGGTTGCTCGCGCGCTGGGTGTTCGC 
ACCCGCATCAGCATCGAGGCT 

>RXA02 313-downstream 
TAACTCTGCAGAATTAATCCATG 

>RXA0234 4 -upstream 

AAAGACCCGAGCCGAAGCCCTGGCCTGCGCATACTTCCTTGTCAACGCTCGCTGGGATTA 
GGTCTTTTCTGAGCGCTAGCATTTCTCCACTCAAAGGAGC 

>RXA0234 4 

ATGCTTAACCGCATGAAAAGTGCGCGGCCAAAATCAGTCGCTCCAAAATCCGGACAAGCT 
TTACTCACTCTCGGTGCCCTAGGTGTTGTGTTCGGCGACATCGGCACCAGCCCCCTGTAC 
T C AC T T C AC AC T G CAT T C AG C AT G C AG C AC AAC AAAG T C GAAG T CAC T CAG GAAAAT G T G 
TACGGCATCATCTCCATGGTGTTGTGGACCATCACTTTGATCGTCACCGTCAAATACGTC 
ATGCTGGTCACCCGAGCTGACAACCAAGGACAAGGTGGCATCCTGGCGCTCGTTGCTTTG 
CTGAAAAACCGTGGGCACTGGGGAAAATTCGTGGCAGTAGCCGGCATGTTGGGCGCCGCA 
TTGTTTTATGGCGATGTGGTGATCACCCCGGCGATCTCTGTTCTCAGCGCAACAGAAGGC 
TTGACGGTTATCTCCCCAAGCTTTGAGCGCTTCATTCTGCCCGTATCTCTCGCAGTTCTG 
ATCGCTATTTTTGCAATCCAACCGCTCGGTACAGAAAAAGTCGGCAAAGCCTTCGGCCCC 
ATCATGTTGCTGTGGTTTGTCACCCTTGCAGGATTGGGAATTCCGCAAATCATCGGGCAC 
CCAGAAATCTTGCAGAGCTTGTCTCCACATTGGGCCCTGCGCTTGATTGTGGCTGAGCCT 
TTCCAAGCATTTGTGCTG 

>RXA0234 8 

CCAATCAGAGTGGCGTGGTTTTGCGTCGTCATGCCTGCTTTAATCTTGACGTATTTGGGG 
CAGGGCGCCTTGGTGATCAACCAGCCTGAAGCGGTGCGCAACCCCATGTTTTATCTCGCG 
CCGGAAGGTCTGCGGATTCCGTTGGTTATTTTGGCGACCATCGCTACGGTGATCGCATCG 
CAGGCCGTGATTTCTGGTGCGTATTCATTGACCAAGCAGGCCGTGAATTTGAAACTGCTG 
CCACGCATGGTGATCCGGCATACCTCCCGCAAAGAGGAAGGCCAGATCTATATGCCACTG 
GTTAATGGATTGCTGTTTGTATCCGTGATGGTTGTGGTGCTGGTATTCCGATCCTCTGAA 
AGCCTCGCCAGCGCGTACGGACTTGCAGTGACCGGAACCTTGGTGCTGGTCAGCGTCCTG 
TATCTGATCTATGTTCACACCACATGGTGGAAAACAGCGCTGTTCATTGTGCTCATCGGT 
ATTCCAGAAGTACTTCTATTCGCCTCGAACACCACGAAAATTCACGACGGTGGCTGGCTT 
CCACTACTTATTGCGGCCGTGCTCATCGTGGTGATGCGGACCTGGGAGTGGGGAAGTGAC 
CGCGTCAATCAGGAACGCGCAGAGCTGGAACTTCCCATGGATAAGTTCTTGGAGAAACTC 
GATCAGCCACACAATATTGGTCTGCGTAAAGTTGCCGAAGTGGCAGTATTTCCACATGGC 
ACCAGCGATACTGTCCCGTTGTCATTGGTTCGCTGCGTGAAAGACCTCAAGCTTTTATAC 
CGAGAGATCGTGATCGTTCGAATCGTCCAAGAACACGTTCCGCACGTGCCACCAGAGGAA 
CGCGCGGAAATGGAAGTGCTCCATCACGCCCCGATCAGAGTCGTGCGAGTTGATCTGCAC 
CTTGGTTATTTTGATGAGCAGAACCTGCCTGAGCATCTCCATGCCATTGACCCAACATGG 
GATAACGCCACCTACTTCCTGTCTGCCCTGACTCTTCGGAGCAGGTTGCCTGGAAAGATT 
GCTGGCTGGCGTGATCGTTTGTATCTTTCGATGGAACGTAATCAGGCATCTCGAACTGAG 
TCTTTCAAATTGCAACCAAGCAAAACCATCACGGTTGGAACAGAGCTGCACCTT 

>RXA02 34 8-downstream 
TAATCAGGCAGTTGCTGGCCAAC 

>RXA02353 

ATGGCACTGCTGATCCTCGCCGGTCTGCAAATGATCCCGAAGGAAACCTACGAAGCAGCC 
CGCGTCGATGGCGCAACCGCGTGGCAGCAATTCACCAAGATCACCCTCCCGCTGGTGCGC 
CCAGCTTTGATGGTGGCAGTACTCTTCCGCACCCTCGATGCGCTACGCATGTATGACCTC 
CCCGTCATCATGATCTCCAGCTCCTCCAACTCCCCCACCGCTGTTATCTCCCAGCTGGTT 
GTGGAAGACATGCGCCAAAACAACTTCAACTCCGCTTCCGCCCTTTCCACACTGATCTTC 
CTGCTGATCTTCTTCGTGGCGTTCATCATGATCCGATTCCTCGGCGCAGATGTTTCGGGC 
C AAC G C G G AAT AAAG AAAAAG AAAC T G GG C G G AAC C AAG GAT G AG AAAC C C ACCG C T AAG 
GATGCTGTTGTAAAGGCCGATTCTGCTGTGAAGGAAGCCGCTAAGCCA 

>RXA02353-downstream 

T G A C T AAAC G AAC AAAAG G AC T C 
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>RXA02 3 54 -upstream 

G AAT AAAG AAAAAG AAAC T G G G C GG AAC C AAG G AT G AG AAAC C C AC CG C T AAG GAT G C T G 
TTGTAAAGGCCGATTCTGCTGTGAAGGAAGCCGCTAAGCC 

>RXA02354 

ATGACTAAACGAACAAAAGGACTCATCCTCAACTACGCCGGAGTGGTGTTCATCCTCTTC 
TGGGGACTAGCTCCCTTCTACTGGATGGTTATCACCGCACTGCGCGATTCCAAGCACACC 
TTTGACACCACCCCATGGCCAACGCACGTCACCTTGGATAACTTCCGGGACGCACTGGCC 
ACCGACAAAGGCAACAACTTCCTCGCAGCCATTGGCAACTCACTGGTCATCAGCGTCACC 
ACAACAGCGATCGCTGTTCTCGTGGGAGTGTTCACCGCCTACGCTCTAGCCCGACTGGAA 
TTCCCGGGCAAAGGCATTGTCACCGGCATCATCTTGGCAGCCTCCATGTTCCCCGGCATC 
GCCCTGGTCACTCCGCTGTTCCAGCTCTTCGGTGACCTCAACTGGATCGGCACCTACCAA 
GCGCTGATTATCCCGAACATTTCCTTCGCGCTACCTCTGACGATCTACACGCTCGTATCC 
TTCTTCAGGCAACTGCCCTGGGAACTCGAAGAATCAGCACGTGTCGACGGCGCCACACGT 
GGCCAAGCCTTCCGCATGATCCTGCTTCCTCTAGCAGCGCCCGCACTATTTACCACCGCG 
ATCCTCGCATTCATTGCAACGTGGAACGAATTCATGCTGGCCCGCCAACTATCCAACACC 
TCCACAGAGCCAGTGACCGTTGCGATCGCAAGGTTCACCGGACCAAGCTCCTTCGAATAC 
CCCTACGCCTCTGTCATGGCAGCGGGAGCTTTGGTGACCATCCCACTGATCATCATGGTT 
CTCATCTTC 

>RXA02 394-upstream 

TGTTGATGAATCAGAAGAACCTCGAGATTTGGACGAGCTAGAGGCCCAAAGCGCTATAGA 
TTCTGCAAGTTCAGCGGAAGGTAGGAACTAAT 

>RXA02 394 

ATGTTGTCGCCAGCAGCTGTAGCAGCTTTAATTCTTGTCATCGGCATTGTGGTGCTCATC 
ATCGCATCAGTGCCCGTTGCCATTGCCATCGGTTTGCCATCACTTTTTGCCGCGATGGCC 
GTGCTTGGCCCAGAAAACGCCGCGCAGGCCGTCGCGCAGCGCATGTTTACCGGCACAAAC 
TCCTTTACACTCCTTGCCATTCCGTTCTTCGTGTTGGCGGGTTTGCTGATGAACTCGGGT 
GGTATTGCCACGCGGCTTATCGACGCCGCGAAGGTGCTTGTCGGCCGCATGCCTGCCTCC 
ATGGCCAATACGAATATCGCAGCAAATGGTCTCTTCGGAGCAGTTTCAGGGGCAGCGGTA 
GCATCAGCTTCTGCCGTGGGAACCGTCATGACACCAAAAATGAAGGAAGAGGGCTACTCG 
CGCGCTTACGCAGCGGCCGTCAACGTGGCTTCAGCACCTGCGGGCATGCTGATCCCGCCA 
TCAAACACTTTTATTGTGTATTCCTTGGTGTCCTCGACATCAATTGCAGCACTATTTATG 
GCCGGTGTTGGACCCGGTCTGCTCTGGATTCTGGCCTGTGTCATCGTGGGAACTTGGTTA 
GCGCGAAAGGAAAACTACAAGCGCGAGCAGATTCATCCAACATTCAAGCAGTCGCTCGTT 
GTGCTGTGGAGGGCGCTGCCTTCACTGCTCATGATCGTCATTGTTGTTGGAGGTATCTTG 
CTGGGCTGGTTCACTCCAACTGAATCCGCTGCTATTGCTGTAGTGTACTGCCTGGTCTTG 
GGCTTTATTTACCGCACAATCAAGGTGGGAGATCTGGCAGATATTTTGCTCAAGGCAACT 
CGCACCACATCAATTGTGATGTTGCTCATTGCAGTTTCTGCAGCACTGTCGTGGGTGATG 
GCCTTTGCCAAGATCCCTCAGATGATCTCTGATGCGCTTCTTTCGGTATCCGATTCCAAG 
GTTGTCATCTTGTTGATCATGATGTTCATCCTGTTACTCATCGGTACCGTAATGGACCCA 
ACACCAGCAATTTTGATCTTCGTCCCGATCTTCCTTCCAGTGGTTACCGAACTTGGTGTG 
GACCCAGTCCACTTCGGTGCGATGGTGGTAATGAACCTGTCCGTGGGCGTGATTACCCCA 
CCAGTAGGCAACGTGTTGTTCGTTGGTTCGCAAGTGGCAGGGCTGCGTGTGGAAACTGTG 
ATCAGACGACTGTGGCCGTATCTCATTGCCATTATTGTTGCGCTGTTCGTGGTTGTTTTC 
GTACCGCAGATCTCTATCTGGCTGCCCACAACAATGGGATTGATGGGAGGC 

>RXA02 3 9 4 -downs t re am 
TAAACCTCCAGCCATCAGCTAAG 

>RXA02 4 02-upstream 

CACTACTGCGTTAAGGTATGAAAGTTCGCACACCAGCGATTTAATTCTGTGCCCACCACT 
AGCACGACCATTTCAGTTTTAACTTTCTTGGAGTTTTCTA 

>RXA02 4 02 

GTGTCCAAAACAGAAGAAGGCCGTTCAGCGGCCATAATTATTTACGCGTTTCCAACTTTC 
ATTCTGCTGGGCGCGATCATTGCGTTTATCTTCCCGGAACCATTCATTCCGCTGACAAAC 
TACATTAATATCTTCCTCACGAT CATCATGTTCACCATGGGTTTGACCTTGACGGTGCCC 
GATTTTCAGATGGTGCTTAAACGTCCACTGCCTATCTTGATCGGTGTAGTAGCGCAGTTT 
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GTCATCATGCCATTCCTGGCGATCGTGGTTGCGAAAATGTTCAACCTCAACCCAGCACTC 
GCCGTTGGCCTTCTCATGCTGGGATCCGTTCCGGGTGGCACCTCCTCCAATGTGATTGCG 
TTTCTCGCCCGAGGAGATGTCGCGCTATCGGTCACCAT GACCTCTGTGTCCACCATTGTT 
TCCCCAATCATGACGCCTTTCCTCATGCTCATGCTGGCAGGTACTGAAACCGCCGTCGAT 
GGTGGAGGCATGGCGTGGACTTTGGTACAAACAGTGCTGCTGCCTGTGATCATCGGCCTA 
GTTCTGCGTGTCTTCTTGAACAAGTGGATCGACAAGATTTTGCCGATCCTTCCTTATCTC 
TCCATCCTCGGTATCGGTGGCGTGGTGTTCGGCGCAGTCGCAGCCAACGCGGAACGACTC 
GTGTCTGTCGGACTCATCGTGTTCGTTGCAGTTATCGTGCACAACGTACTTGGATACGTT 
GTGGGATACCTCACCGGCCGTGTA 

>RXA024 2 2~upstream 

CTTAAACGTCACCTTATTTATGCATTATGTTGGTTTCAGACTCGAACAATTCAATTAGAA 
AAGACTAATCGGACATTTAGGTCACATAACATTTCCGCTC 

>RXA02 4 22 

GTGTCCACATTAATTTCTGAACCCGAGGTGGATAAGCTACGTAAACGTGCCAAGAGATCA 
AGGCGGACAGAATGGTGGCTTGCCGCCGCACTTCTTGCCCCAAACTTGCTTCTCTTGGCC 
ATCTTTACGTATCGGCCACTGTTAGATAACTTCCGGTTGTCCTTTTTCAACTGGAACATT 
TCCTCGCCCACATCAACCTTCATTGGGTTTGATAACTACGTTGAGTTCTTCACTCGTAGT 
GACACTCTCCAAGTTGTTTTAAACACCGTCATCTTCACGGCATGTGCTGTGATCGGATCG 
ATGGTGCTCGGTTTGCTCCTGGCCATGTTGTTGGATCAGAAGCTTTTCGGCCGTAACTTT 
GTGCGTTCCATGGTGTTTGCCCCGTTTGTGATTTCCGGTGCTGCCATTGGTGGTGCTTTC 
CAGTTCGTTTTTGAC 

>RXA02 4 38 -upstream 

CAGGTTGGAACCCTGACTGGTTCATGTTCTTCCTCGGCGGCACCCTACTTCTGGCTGTTT 
T G C T C AAT C AC C GAT T C G AG C G T T T C AAC AAGG AGC GAT C 

>RXA02 4 38 

ATGACAGACCTCATTCAACTCCGCGAAGTATCCAAAAAATACGGTGCTTTCCAGGCCCTC 
AACGACATCAATTTGAACGTCCGCGCAGGCGAAGTCACCTGTGTTCTGGGTGACAACGGC 
GCCGGAAAATCCACCCTCATCAAGATTCTCTCCGGCCTGCATCCCGCCACCTCCGGCGAA 
GTAATCGTGGCCGGCGATGTAGTGAATTTTGGATCCCCCCGCGACGCCCTCGACGCCGGA 
ATCGCCACCGTCTACCAAGACCTAGCAGTGGTCGGGCAGATGAGTGTGTGGCGCAACTTC 
TTCCTCGGCCAGGAACTCACCGGCCGATTTGGCGTTCTGAAACAAGAAGAAATGCGCCGC 
ATCACCGACGAACAACTCCGCGAAATGGGCATCGAACTCCGCGATGTCGACGTCCCTGTG 
GCCTCCCTTTCAGGTGGTCAACGCCAAGTTGTCGCCATCGCCCGCGCCATCTACTTCGGC 
GCGCGCGTCCTCATTTTGGACGAGCCCACCGCAGCGCTGGGCGTGAAACAATCTGGCATG 
GTGCTGCGCTTTATTGCCGCAGCACGCGACCGGGGGATCGGCGTCATTTTCATCACGCAC 
AACCCCCACCACGCCTACCTTGTCGGTGATCACTTCATCCTGCTCAACTTAGGCAAGCAG 
GTCATGGACAAATCCCGCGCAGAAGTCGAGCTGGAAGAACTCACCCTCGCCATGTCCGGC 
GGCGGCGAGCTCGACTCACTCAGCCACGAATTGAAGCGT 

>RXA02 4 38 -downstream 
TAACCTACTTCTTCTTTTCGCTC 

>RXA02 4 3 9-upstream 

GCACCACTGTTGGTGGCGGACGACCCGTGTACACAGGACCAGCCATTGTGGATGCCACCA 
ACGTTGATGTCATTGCTGAAGCCGTTGGGGAGGGTCTGCG 

>RXA02 4 39 

ATGACAAAAATCAAGAGTGGGGAGGCGTCGACAAGCATTGTTGAGCGCGCCTTAAAGCGC 
CCCGAACTGACCAGCCTGCTTGGCGCCGTGCTTGTTTTTACGCTGTTTATGGTGGTCGCG 
CCGGCATTTAGGTCATGGGATTCGATGGCGACCGTGCTGTATGCGAGTTCCACGATCGGC 
ATCATGGCGGTTGCCGTGGGCCTGCTGATGATCGCTGATGAATTCGACCTGTCCACCGGC 
GTTGCCGTGACAACTGCAGCGCTGGCGGCCTCGATGTTTAGCTATAACCTGTGGCTGAAC 
ACCTGGGTGGGCGCGCTGATTGCATTGGTGATTTCGCTGGCCATCGGCTTTTTCAACGGC 
TTTTTGGTAGTGAAAACCAAGATTGCATCCTTCCTGATCACCCTTGCCACTTTCCTTATG 
CTGCAGGGTATTAATCTGGCGGTCACCAAGCTGATTTCCGGCACCGTGGCCACGCCAACC 
ATCGCGGATATGGAAGGTTTTCCTTCAGCGCGTGCGGTGTTTGCCAGCTCGATTCCCATC 
TTTGGTGTGAATATTCGCATCACTGTTTTTTGGTGGCTGCTGTTTGTTATCGTCGGCACT 
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TTTGTGTTGTTTAAGACGCGCATCGGCAACTGGATTTTTGCGGTCGGTGGCGATGAAGAG 
GCAGCTCGCGCAGTCGGCGTTCCCGTGCGTGGCGTGAAAATCGGCCTGTTCATGTTCGTT 
GGTTTTGCCGCCTGGTTTGTGGGCATGCACAACCTGTTCCTCTTTGATTCGATTCAGGCT 
GGTCAAGGCGTGGGTAATGAGTTCCTCTACATCATCGCTGCGGTGATCGGAGGCATCTCC 
ATGACTGGTGGCCGCGGAACAGTGGTGGGCACAATGATTGGTGCACTCATCTTTGGAATG 
ACCAACCAAGGCATTGTTTATGCAGGTTGGAACCCTGACTGGTTCATGTTCTTCCTCGGC 
GGCACCCTACTTCTGGCTGTTTTGCTCAATCACCGATTCGAGCGTTTCAACAAGGAGCGA 
TCA 

>RXA0 24 3 9 -down s t r e am 

T G AC AG AC C T CAT T C AAC T C C G C 

>RXA02 4 4 1-upstream 

CCGGCGACCAGGGCGCGGGAGATGAATGAAACGTCAAAAGGCACTATGAGGGCGTCAGTA 
AAAAACTTCATTTGAAAATGATAACCGTTATCATTAAGGA 

>RXA02 4 41 

ATGGCAGAACTCAGCGTCCGGAATCTCACATGCACATACGGCAATCACATCGCGCTCAAC 
AACAT CACGGCACGCTTCCCAACCGGAAAAATAACTGCCCTCATCGGCAGCAACGGCTCC 
GGAAAATCCACACTGTTGGAAACTTTGGCGGGCATGCTGGCACCCCGCAGCGGAAGCATT 
AACAACCTTGTGCCAGAAATCGCGTTCGTCCCCCAACGCAGCCACGTCTCCCATAATTTG 
CCCATCACGATCAGACAAACAGTCAGCATGGGGCGATGGTCAGCCAAGAAAAACTGGCAA 
CGACTCACTGCCGCAGATTGCAACATCGTGGACAGCTGCCTCGACCGGCTCGAAATCTCC 
GGCCTCGCCGACCGCCCCCTCGGCGAAGTATCAGGCGGGCAGCGCCAACGCGCCCTCATA 
GCGCAAGGTTTAGCGCAACAGGCGCCCTTATTGCTTCTCGACGAACCCCTCGCCGCCGTG 
G AC T C C C ACG C G GC AAG T C T TAT C G AAGAT G T CAT T AACC AAC AAC G C AACC AAGG AAC C 
ACAATTATTCTTGCGACTCACGATCTTGATCAAGCACATCAAGCAGATCAGATTATCGCC 
TTGGAAAAAGGAATCATAAAGCCACAGCGCAAAGCCACTGAATCAATAAAGAAGCGT 

>RXA02 4 4 1-downs tr earn 
TAATAAAGTTTGACTTGTGCCTC 

>RXA024 42-upstream 

GCCGTGATGTTGTTGAGCGCGATGTGATTGCCGTATGTGCATGTGAGATTCCGGACGCTG 
AGTTCTGCCATTCCTTAATGATAACGGTTATCATTTTCAA 

>RXA02 4 42 

ATGAAGTTTTTTACTGACGCCCTCATAGTGCCTTTTGACGTTTCATTCATCTCCCGCGCC 
CTGGTCGCCGGATGCCTGGCCGCAATTTTATGCTCACTCATTGGAACGTGGGTTATTTTG 
CGCAGGCTAACCTTTTTCGGCGACGCTATGTCGCACGGCTTGCTCCCCGGAGTAGCCACG 
GCATCACTATTGGGCGGAAATCTCATGTTCGGCGCAGCAATCAGCGCATTAATCATGTCA 
GCCGGAGTGGTGTGGACCAGCAGAAAATCCAGCCTCTCCCAAGACGTCAGCATTGGCCTG 
CAATTTATTACCATGCTTTCCCTCGGCGTGGTTATTGTGTCCCACTCCGATTCCCACGCC 
GTAGACCTCACCAGTTTCCTTTTTGGAGACATTCTTGGCGTGCGACCCTCGGATATATTC 
ATCATCGCCATTGCAACAGTGTTGGGTGGATTGACTATTTTTCTCTTCCACCGACAGTTC 
ACTGCACTCGCTTTCGACGAGCGTAAAGCTCACACCTTAGGACTCAATCCCCGCTTTGCA 
CACCTACTCATGCTGGCACTGATCGCATTAGCTACGGTGGTGTCGTTTCAGGTGGTGGGA 
ACGCTTTTAGTGTTTGGACTTCTCATTGGTCCGCCCGCCACGGCTGCACTTTTAGTGCAA 
GACAAAGCAAGTATTTCACTGATCATGATCGTCGCGTCGCTTCTTGGATGCGCGGAAATT 
TACCTCGGGCTTTTAATCAGCTGGCACGCAAGCACTGCCGCGGGAGCCACTATCACTTTG 
TTAAGTGCTGCGATATTTTTTGCCACCTTATTGACAAAGAGTGCCATTAGTAGGTTAAAC 
TTCACCGCG 

> RX AO 24 4 2 -down stream 

T GAT AC T GAAAGACAT TTT CAAT 

>RXA024 4 7 

TGGGTGTGGCTGGCGGAAATCTTCCCAGTCCGAATGAAGGGTATCGGCACCGGTATTTCG 
GTATTCTGCGGTTGGGGCATCAATGGCGTCCTAGCGTTGTTCTTCCCAGCACTGGTCTCC 
GGCGTGGGTATCACCTTCTCCTTCCTTATCTTCGCAGTCGTCGGAGTCATTGCCCTGGCG 
TTCGTCACCAAGTTTGTTCCTGAAACCCGTGGCCGCTCACTTGAAGAACTCGATCACGCA 
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GCATTCACCGGCCAGATCTTCAAGAAGGCT 

>RXA0 2 4 4 7 -downs t ream 
TAAACCCCCTCCGATCTCTTTGG 

>RXA02 4 51-upstream 

GATCAACTT7\AGCCTCTAGCTATTTTCAACTGTGTTTCAGTTGCGGGATCGTTGGGTGCC 
TAATTGGAGTTGTGCTTTTAGGTGGAGGATCATAGAGGTT 

>RXA02 4 51 

AT G AAC AC C G AC AC AAC T C AAG AC G G T G T GAG T C C T G AAC C T T C C G AC C C C C AC C T AG GG 
TCTGAAGTGGCGGAAACTCACCGCGAAAAGAAATTCTTCGGCCAGCCTTGGGGGCTGGCA 
AATCTCTTCGGCGTGGAGATGTGGGAGCGATTCAGCTTCTACGGCATGCAGTCCATCCTT 
GCTTTCTATCTGTACTACTCCGTCACCGATGGCGGACTTGGTATGAATCAGACAGCTGCA 
CTGTCCATTGTGGGCGCCTACGGCGGCTTCGTCTACATGACCTCCCTCGTGGCTTCGTTC 
ATTGCAGACCGAGTATTGGGCTCTGAACGTACACTCTTCTACTCCGCGAT CATCGTCATG 
CTGGGCCACATTGCCCTGGCCTTGATTCCGGGATATACGGGACTGTCCATCGGCTTGGTC 
CTCATCGGCCTTGGCTCAGGTGGCGTGAAGACGGCAGCGCAGGTTGTGCTGGGCCAGCTG 
TACTCACGCACGGACACGCGTCGAGACGCAGGCTTCTCCATCTTCTACATGGGCGTCAAC 
CTCGGTGGCCTCTTTGGCCCGCTGATCACCAACGCTCTGTGGGGATGGGGAGGATTCCAC 
TGGGGCTTCGGTATCGCCGCAGTCGGCATGGCTTTGGGTCTCATCCAATACGTGGCGATG 
CGTAAAACCACCATCGGTGCGGCAGGCCATACTGTTCCTAACCCACTGCCTAAGAATGAA 
TATGCGCGCTGGATTATCGGTGCAGTCGTGGTTGTCGCAGCAGTTGTCGCTCTCATCGCA 
ACGGGCATCATCAAGCTGGAATGGCTGTCCAACATCACCGCAGCGATCGCACTGATTGCG 
GCTATTGCTCTGCTTGCTCAGATGTACGTTTCCCCACTGACCACCGCAGCGGAAAAGTCC 
CGCTTGTTGGGATTCATCCCGATGTTCATCGGTGGCGTGCTTTTCTTCGCGATCTTCCAA 
ACCCAGTTCACGGTCCTCGCGGTTTACTCCGACACCCGCCTGGACCGTAACTTCTTCGGC 
ATTGATCTTCCTCCAGGATTGATCAACTCCTTCAACCCAATCTTCATCAT CATCTTCTCC 
GGAATCTTTGCCACCTTGTGGACAAAACTCGGAGCAAAGCAGTGGTCTACTGCAGTGAAG 
TTCGGTGTCGCCAACATTGTCATTGGTTGCGCGCTGTTCTTCTTCCTGCCGTTCGCCGGC 
GGTGCAGAGAACTCTACCCCAATGGCACTGATCATTTGGGTCTACTTCCTCTTCACCATC 
GCTGAGCTTCTGCTCTCCCCTGTCGGCAACTCACTTGCAACCAAGGTCGCACCCGAGGCA 
TTCCAGTCCCGCATGTTCGCCGTGTGGCTGATGGCTGTCTCCATGGGTACGTCCCTGTCC 
GGCACCCTGGGTGGTTACTACGATCCAACCGATGCAGGATCTGAAAAGGTCTTCTTCATT 
ACCGTTGGCGTTGCAGCCATCGTTCTTGGTGCAATCGTCATAGCAGCCAAGGGCTGGGTG 
CTGAAGAAGTTCATCGACGTCCGA 

>RXA02 4 51-downstreaiti 
TAGGCCTCACAAAGCCTCAAAAC 

>RXA024 91-upstream 

TTTCGTATGCTGACATGGTGTCCCTTCAACTGCGTTGCTTTAGTGCCCTTTAGTATATAG 
AGACGTCCCGCTGCTTTCTTCGGCGATCTAGAATGTGGGC 

>RXA02 4 91 

ATGCGCGTAGCTATGATTTCCATGCACACCTCTCCATTGCAGCAGCCCGGAACTGGTGAT 
TCAGGCGGCATGAACGTCTACATTCTTTCGACCGCGACTGAGCTAGCGAAACAGGGTATC 
GAGGTCGATATTTACACTCGTGCCACGAGGCCTTCTCAGGGTGAGATCGTGAGAGTAGCT 
GAGAATTTGCGGGTCATTAATATCGCTGCGGGGCCGTATGAGGGGCTTTCCAAAGAGGAG 
CTTCCTACTCAGTTGGCGGCGTTTACCGGCGGAATGTTGTCGTTTACGCGCCGGGAGAAG 
GTTACTTATGATCTGATCCATTCTCACTATTGGCTGTCTGGTCAGGTGGGGTGGTTGCTG 
CGCGATTTGTGGCGGATTCCCCTTATTCATACGGCACACACTTTGGCGGCGGTGAAGAAT 
TCTTATCGGGATGATTCGGACACTCCGGAGTCGGAGGCGCGTCGCATTTGTGAGCAGCAG 
CTGGTGGATAACGCTGACGTGTTGGCGGTGAACACTCAGGAGGAGATGCAGGATTTGATG 
CATCACTACGATGCGGATCCGGATCGGATTTCTGTGGTGTCACCGGGTGCGGACGTGGAA 
CTTTATAGCCCTGGAAATGATCGCGCGACGGAACGTTCCCGTCGTGAGCTGGGCATTCCG 
CTGCACACAAAGGTAGTGGCTTTTGTGGGTCGGTTGCAGCCGTTTAAGGGCCCGCAGGTG 
CTGATCAAGGCGGTTGCGGCGTTGTTTGATCGCGATCCGGACCGAAATCTGCGCGTCATT 
ATTTGTGGCGGCCCTTCTGGTCCGAATGCGACACCGGATACCTATAGGCATATGGCAGAG 
GAACTGGGCGTCGAAAAGCGAATTCGCTTTTTGGACCCGCGCCCGCCGAGCGAGCTAGTG 
GCCGTGTATCGGGCGGCGGACATCGTGGCCGTGCCAAGTTTTAATGAGTCCTTCGGACTC 
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GTCGCCATGGAGGCGCAAGCCAGCGGCACACCGGTCATTGCGGCCCGGGTTGGCGGCCTG 
CCCATCGCAGTCGCGGAAGGGGAGACGGGATTGCTTGTCGACGGCCACTCCCCGCATGCC 
TGGGCCGACGCCTTAGCCACACTCTTGGACGATGACGAAACGCGCATCAGAATGGGTGAA 
GACGCCGTCGAACACGCCAGAACATTCTCCTGGGCGGCCACCGCCGCACAGCTATCGTCG 
CTGTACAACGACGCTATTGCCAACGAAAATGTCGACGGTGAAACGCATCACGGC 

>RXA02 4 91 -downstream 
TAAGTAAACGCGCGTCGTGGAAC 

>RXA02507 -upstream 

ATTACCCACAATTTCAATCGGTTTATACAACCAGCCTCTAACTGGCAACAGGACTGCAGA 
CAGAAACTGTTGCTGGAACCTTCGATGAACAGGATCGACA 

>RXA02507 

ATGAGCGAACAACTTCAGGGTGTAACTCACTCCGAATCAACTCCGGGCAAGACGCCCAAG 
CGAGCAGCACTATCCAGCTGGATCGGCTCAGCTCTCGAATACTACGACTTCGCTGTTTAC 
GGAACCGCTGCAGCGCTGGTTCTTAACCACCTCTTCTTCCCAGCTGATACTTCACCAGGC 
ATCGCAATTTTGGCTGCGATGGGTACCGTGGGTGTTGCTTATGTGGTTCGCCCTCTTGGT 
GCGCTGATCATGGGTCCATTAGGTGACCGTTACGGACGTAAATTTGTCCTCATGCTGTGC 
CTCTTCCTGATTGGAGCATCCACTTTCGCAGTTGGCTGCTTGCCAACATTTGATCAGGTC 
GGTTACTTGGCTCCGGCACTGTTGGTGCTGTGCCGTGTGATCCAGGGACTGTCTGCATCC 
GGTGAGCAGTCCAGTGCGATTTCCGTTTCTTTGGAGCACGCCGATGAGCGTCACCGCGCA 
TTTACTGCTAGCTGGACTCTTCACGGAACCCAGTTCGGTACCTTGCTGGCAACCGGAGTA 
TTTATCCCATTCACCTTGTTCCTGAGTGAAGATGCTCTAATGTCATGGGGTTGGCGCGTT 
CCGTTCTGGCTGTCCGCTGCTGTTGTTTTGGTTGCTTTCCTCATCCGTCGTGGACTGGAA 
GAGCCACCAGCATTCCGTGAAAACAAGGAAGCAGTTGCAGGCGCAGCATCTCCACTGGCG 
ATGACCTTGCGTTACCACAAGGCGGCGGTTGCTCGCGTTGCTATTGCTGCGATGATCAAC 
TCCGTGAACATTGTGTTTACTGTGTGGGCACTGTCGTTCGCCACCAACATTGTTGGCCTG 
GATCGTTCAACTGTTTTGCTGGTTCCAGTTGTTGCGAACTTGGTTGCACTGATTGCGATT 
CCTTTGTCCGGCATGCTGGCTGACCGCATTGGTCGCCGACCAGTGTTCATCATGGGTGCC 
ATTGGTGGTGGCCTGGCCATGAACGGTTACCTGGGAGCTATCTACTCCGGCAATTGGACC 
ATGATCTTCTTCATGGGCGTGTTGATGTCTGGTCTGCTGTACTCCATGGGTAATGCCGTG 
TGGCCAGCGTTCTACGCAGAAATGTTCCCAACCTCTGTGCGTGTCACCGGCTTGGCTCTT 
GGAACTCAGATTGGTTTCGCAGTCTCTGGTGGTTTCGTCCCAGTTATCGCATCCGCGCTT 
GCTGGTGATCAGGGTGACCAGTGGATGAAGGTGTCCATCTTCGTTGGTGTTGTTTGTGTG 
ATTTCTGCACTGGTTGCCATGACCGCTAAGGAAACCAAGGCTCTGACTCTGGATGAGATC 
GATGCTCTGCACACTGCTGGTGGTGAGGCCGCAGACCTGGCAGCCGCAAGCAAAGCCTCC 
GAGGCCCAACTCGCGGCTCAG 

>RXA0 250 7 -downs t r earn 

T AAAACC AAAAG G AAT CTTT GAC 

>RXA02515~upstream 

GTGGCTAAGCACAGTTACTTGGCCAAGCTGGGCGGCAGAAAAACCGGCCCAGCTAATACT 
TCAGTTTAAAATTCGCTTCAACCCTGAAAGATTGTGACAG 

>RXA02515 

ATGAGCACTCTTGAAATCCGTAACCTGCACGCACAGGTCCTGCCGTCCGATGAGTCCGCT 
GAGCCTAAGGAAATCCTCAAGGGCGTCAACCTCACCATCAACTCTGGTGAGATCCACGCC 
ATCATGGGCCCTAACGGTTCCGGCAAGTCCACTCTTGCTTACACCCTTGGTGGACACCCA 
CGCTACGAGGTAACCGCAGGCGAGGTCCTCCTCGACGGCGAGAACATCCTGGAGATGGAA 
GTTGATGAGCGTGCACGCGCTGGTCTCTTCCTGGCCATGCAGTATCCAACTGAAATCCCT 
GGCGTTTCCGTTGCTAACTTCCTGCGTTCCGCAGCGACCGCAATCCGCGGCGAGGCTCCT 
AAGCTTCGCGAGTGGGTTAAGGAAGTCCGCACCGCTCAGGAAGCTCTGGCAATTGACCCT 
GAGTTCTCCAACCGCTCAGTCAACGAAGGTTTCTCCGGTGGCGAGAAGAAGCGCCACGAG 
GTTCTGCAGCTTGATCTGCTGAAGCCAAAGTTCGCGATCATGGATGAGACCGACTCCGGC 
CTTGACGTGGATGCACTGCGCATTGTTTCCGAGGGCATCAACTCCTACAAGCAGGAGACC 
GAAGGTGGCATCTTGATGATCACCCACTACAAGCGCATCCTCAACTACGTTAAGCCTGAC 
TTCATTCACGTTTTCGCGAATGGCCAGATTGTGACCACCGGTGGCGCTGAGCTTGCTGAC 
AAGCTCGAGGCTGACGGCTACGACCAGTTCATCAAG 
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>RXA02515-ciownstreaiTi 
TAACATGTCCGATTTCCTCAATG 

>RXA025 62-upstream 

CGGGTGCGCTGAGGGTGAGGTTGGGGCGACGAGGCGTGCATGGACTTTAGGTTAGGTTAT 
TGAGCAGATTTATTTGGGCTTTTGTCTAGGGTGGGGAGCT 

>RXA025 62 

ATGTTCTTGACAAAGGTTTCGCTGCTTGATCATCCGGAGTCATTGCCGGGGTATTTATCG 
AGCCTGGCGATCGTGGAATATCTGCATGAACAGCCGTTGGAGTTTCGTGCACCGATTACT 
GTGATTACTGGTGAAAATGGGGTGGGTAAATCCACGTTGGTTGAGGCTTTGGCGGTGGGG 
ATGCGCCTTAATCCGTCTGGTGGCTCTAGGCATGCAAACTTTGGCAGGGAAGGCGATATT 
GTGTCGTCGCTTCATCAGTCGTTGAAGTTGGTGCGGAGAGAAAACCCTCGGGATGCGTTC 
TTTTTTCGGGGTGAGACGATGTATAACGTGGCTTCCTATTATGAGGAGTTAATGGGGGAA 
AAG AAC AT G CAT GAT C T T C AC AAG AT GAG C CAT G G C GAAT C GGTATTTGCGGT GAT T GAT 
CGGCGTTTTAACAATCAAGGATTTTTTGTTTTGGACGAGCCTGAGGCAGGCCTTTCCATG 
CTGAGGCAGTTGGAGTTGTTGGGAAAGTTGGGCAACCTTGCTCGAGGTGGTGCGCAGATC 
ATCATGGCTACGCACTCTCCAATATTGTTGGCTATTCCGGGGGCAGAGATCCTTGAAATT 
ACATCTTCGGGTGTTGCAAAGGTGAATTTTGAGGATGCGGAGGCTGTTCGTGCGGCTCGG 
GAATTTGTGGCAGATCCGCGAGGTACGGCGGCGTTTCTGACTGCGGAGGAGGATCACCAA 

>RXA025 62-downstream 
TGATGCCGTATATCACCGATATT 

>RXA025 95-upstream 

GTGGGTAAAGGGGACTCCGAGGAAGTCCACGTCGTCTTCTTTCGCGGCGCTGAGGATGGT 
TTCGCGGATTTGTGCGGGGGAGTGGGTGGGAGAGAAAACG 

>RXA025 95 

GTGATCGTTGTGGCCATGGCTTCCATTATGGCTTGTTTAAAAGCAGCTAGACT GAAT AAC 
CCTATGAAGATCCTTTTGTTGTGCTGGCGTGATACCACTCATCCTCAAGGTGGCGGAAGT 
GAACGCTATCTGGAGCGGGTGGGTGAGTTTTTGGCGGATCAGGGCCATGAGGTGGTGTTT 
CGTACTGCTGGGCACACGGATGCGCCACGGCGTTCTTTCCGCGATGGTGTGAGGTATTCC 
AGGAGCGGTGGGAAGTTTAGTGTGTATCCCAAGGCGTGGGTGGCCATGATGTTGGGTCGT 
GTGGGGATTGGCACGTTTTCCAAGGTTGATGTGGTGGTGGATACGCAGAATGGCATTCCG 
TTTTTTGGAAAGTTTTTCTCCGGTAAGCCGACTGTGTTGCTCACGCATCATTGCCATAAG 
GAGCAGTGGCCGGTGGTGGGTCGGGTGCTGGCGAAGGTTGGTTGGCTGATTGAGAGCCAG 
ATCGCGCCGCGCGCTTACAAAACTGCGCCGTATGTGACTGTTTCAGAGCCGAGCGCTGAG 
GAGCTCATTGCGTTGGGTGTGGATCAGCAGCGGATTCATATCGTGCGCAATGGCGTGGAT 
CCCGTGCCGCTGCACACGCCGAAGCTGGATCGCGATGGCCAGCATGCGGTG 

>RXA02 5 97 -upstream 

ATACCCACTTTGCAAGAATTACAAACGGGGGCACCCTCAATGACTTGAAACACTTTATAG 
AG T AG AAAG T GAG T C AC G AC AC TTTT T AAAGGAGGAT GC T 

>RXA02 5 97 

TTGCCCGAACAAGACTTAACCACCTTGGCCAATGATTGGCTCCAAGCTTTTGAAAAGGCC 
ACTGCTAGTTCCAGCCCTGATGAAGCTGCCACTGCAGTCGTGCAACTTTTTGAGGATGAA 
GGATACTGGCGAGACCTTCTTGCATTCACGTGGAACCTCACCACCGCTGAAGGTGCAGAT 
GAAATCGCCGAGATGATTCGCAATACGTGGCCATCAAGCATCTTCCGAAACGTTGAGCTA 
AAGGGCGAACCAGCTGATGAAGGAGATGGTGTCACTCGCGTACATTTCTCCTGCGAATCC 
GCAGACTTCAAGTGCACGGGCATTGTCCGCCTTCGTAATGGCAAGGCGTGGACGCTACTC 
ACCTCAGCTCGTGAGCTCCTGGAGCACCCAGAGCCCAAGGGGCGCAACCGTGAGATGGGC 
G T C G T C CAT G G AC AAAAT G AGG AC AC C C G AAA T T G GAC T GAC C GC AAG AAT GAT C G AC AA 
GCAGCGTTGGGTGTCACCGAGCAGCCATACACCCTCATCATCGGTGGTGGACAGGGTGGC 
ATTGCCTTGGGCGCACGACTCAAGCGACTTGGTGTACCCGCTCTAATCATTGATAAAGCA 
TCTCGCCCGGGCGACCAGTGGCGTAGCCGTTACCATTCTCTCTGCCTGCACGATCCAGTT 
TGGTACGACCACCTGCCTTACATTCCATTCCCAGATCATTGGCCAGTATTTACTCCAAAG 
GACAAGATGGGTGACTGGCTCGAGCACTATGTCGGCATCATGGATTTGGACTATTGGACC 
AACACCGAGTGCCTGCGCGCCTCATACAATGAGGACACCAAGCAGTGGGATGTGACGGTC 
AATCGTGATGGCGCGGAGTCCACGCTCCACCCCACCCAACTAGTCATGGCTACTGGAATG 
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TCGGGCAGCCCGAACAAACCAACTTTGCCTGGCCAGGATAAGTTCCAGGGTGAAATTCGG 
CACTCTTCAGAGCACCCCGGCGGCGATGTCGATCGCGATAAGAACGTTGTAGTTCTGGGC 
GCTAACAACTCAGCCCACGACATCTGCGCGGATCTTTATTCCAATGGTGCAAAGCCCGTG 
ATGATTCAGCGCTCGTCTACACACATCGTGCGTTCTGATTCGCTGATGCGCGAAGTCTTC 
GGGCCTCTCTATTCTGAGGATGCCGTTGAAGCCGGAATTGATACCGATACTGCCGATCTC 
CTGTTTGCGTCGTGGCCATATAAGGTGCTGCCAGGTGTGCAGAAGCAGGCTTTCGACAAG 
ATCCGTGAGGACGACAAGGAGTTCTACGACAAGCTTGAAAATGCTGGATTCTTGCTTGAT 
TTCGGCGATGACGATTCGGGGCTTTTCTTAAAGTACCTTCGCCGTGGCTCTGGCTACTAC 
ATCGATGTCGGCGCCTCTGAACTGGTGGCTGATGGAAAGATTCCGGTGCGCTCCAATGTC 
AGCATTGAAGACGTCAAGGAAAACTCTGTGGTGCTCACAGATGGTACTGAGCTCCCAGCT 
GACGTGATTGTTCTAGCGACCGGCTATGGAAACATGAACAACTGGGTTGCTCAGCTGGTT 
GATCAGGAAACCGCTGACAAGGTCGGCCCATGCTGGGGTCTGGGCTCTGAAACCACCAAG 
GATCCAGGCCCATGGGAAGGCGAGTTGCGCAATATGTGGAAGCCCACAAACGTGGATTCG 
CTGTGGTTCCATGGTGGCAACCTTCACCAGTCACGCCATTACTCACGGTATTTGTCCATG 
CAGTTGAAGGCGCGCTACGAAGGTATGAACACTCCGGTGTACAGCAAG 

>RXA025 97-downstream 
TAGATACAAAGAAAAGGGCATCT 

>RXA02 605-upstream 

TCCGATCCTGTCATCTACATGTGGGAGACTTTCCTTACCCAGGAATTGCCTGCATACCTT 
GAGCAGAACTTCGGCGTTGCGCGAAACAACAACTCCATTG 

>RXA02 605 

GTGGCCTGTCCATGGGCGGGAACTGCCGCGCTGAACCTCGCAGCAAAGCACCCAGATCAG 
TTCCGCCAGGCTATGTCTTGGTCCGGCTACTTGAACACCACTGCGCCAGGCATGCAAACC 
CTGCTGCGTGTGGCCATGCTGGACACCGGTGGATTCAACGTCAACGCAATGTATGGCTCA 
ATCATTAACCCACGTCGTTTTGAAAACGACCCATTCTGGAACATGGGCGGCTTGGCTAAC 
ACCGACGTCTACATCTCTGCAGCTTCCGGCCTGTGGAGCCCTCAGGATGATGGAGTTCGC 
GTAGACCACCGCCTCACTGGTTCTGTGCTTGAATTCGTGGCAATGACATCCACCAGGATT 
T GGGAAGCAAAGGCAAGGC T T CAGGGT C T GAAC C CAACT GCGGAT TACCCAAT G TAT GGC 
ATTCACGGCTGGGCTCAGTTCAACTCCCAGCTGGAGAGAACTCAGGGTCGTGTTCTAGAC 
GTCATGAACGCCTGG 

>RXA0 2 605 -down s t r earn 
TAG AG C C AC AC CAAAG G C C AC AC 

>RXA02 61 4 -upstream 

TCATTGTATACGCCACCCTCGGTCTGCTGTCTGAAGCGCTGATCAGAGCTTGGGAACGTC 
ACACCTTCCGCTACCGAAACGCATAAGAAAGTTGCTCGCC 

>RXA02 614 

ATGACTGCCACATTGTCACTCAAACCCGCAGCCACTGTCCGTGGATTGCGCAAATCATAC 
GGAACTAAAGAAGTCCTCCAAGGAATCGACCTCACCATCAACTGCGGCGAAGTAACCGCG 
CTGATCGGACGCTCAGGTTCAGGAAAATCCACCATCCTGCGCGTGTTGGCGGGCCTATCT 
AAAGAGCATTCCGGCTCTGTAGAAATTTCCGGAAACCCGGCCGTTGCCTTCCAAGAGCCT 
CGCCTGTTGCCGTGGAAAACGGTGCTCGATAATGTGACCTTTGGCCTCAACCGCACTGAT 
ATTTCCTGGTCAGAAGCACAAGAACGCGCCTCGGCACTGCTTGCAGAAGTCAAACTTCCC 
GACTCCGACGCCGCCTGGCCCCTCACGCTCTCCGGCGGCCAAGCCCAGCGCGTCTCCCTT 
GCGCGAGCGCTCATCTCCGAGCCAGAGCTTTTGCTTCTCGACGAACCCTTCGGCGCCCTC 
GATGCTCTGACAAGACTGACAGCCCAAGACCTGCTGCTCAAAACCGTGAACACCCGAAAC 
TTGGGAGTTCTGCTGGTCACCCATGATGTTTCCGAGGCCATCGCCCTGGCCGACCACGTC 
CTTCTTCTTGACGACGGCGCCATCACACACAGTTTGACTGTAGATATCCCCGGCGATCGC 
CGCACCCACCCCTCCTTTGCCTCCTACACCGCTCAACTCCTTGAGTGGCTCGAAATCACC 
ACACCTGCC 

>RXA02 614 -downstream 
TAGAAAGAAATCAT GAAATTTAA 

>RXA02 616-upstream 

AGTGTTACTTCCGGTAGATAACAAGATGGTCTCAATTAAACTTCGATAGCGTGATATAAG 
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CTTCGAAAAGTTTTGTGGCAAGAATCGGAAGCAGGCGAAA 
>RXA02 616 

TTGCAGAAGCACACTCGAGGTGGCAAGCACCGCAAGCAGACTACCTCCCCAGTAACTAAG 
GGTGGTGTCGCTTTTGTTGCAGTAGCTACCGGTGCCGTGTCAACTGCAGGCGCAGGCGGA 
GCAGTTGCTGCACAGGCTTCCAATCAGCCCGTTGAGGTCAACTTCGAGCTTACTGCAAAC 
GACACAACTGACCTCGTGGCTGGAAGCTCCGCCCCTCAGATCCTGTCCATCGCTGAGTTC 
AAGCCAGTTGTGAACTTGGGCGATCAGATCGTTAAGACCATTCAGTACAACGCTGACCGC 
ATTCAGGCTGACCTGGACGCTCGTGGCCCTTCAGTGGTTCGCCCTGCTGAAGGTTCTTAC 
ACCTCCGGCTTCGGTGCTCGTTGGGGCACCAACCACAACGGTGTGGATATCGCTAACGCA 
ATCGGCACTCCAATCCTCGCTGCCATGGACGGCACTGTTATCGATGCAGGTCCTGCTTCC 
GGTTTCGGTAACTGGGTTCGCCTCCAGCACGAAGATGGCACCATCACCGTGTACGGCCAC 
ATGGAAACCGTTGAGGTGACCGTTGGTCAGACTGTTAAGGCTGGCGAGCGCATCGCAGGC 
ATGGGTAGCCGAGGATTCTCCACCGGCTCCCACCTCCACTTCGAGGTTTACCCTGCAGGC 
GGTGGCGCTGTTGATCCAGCTCCTTGGCTTGCAGAGCGCGGCATTACTCTT 

>RXA02 61 6-downstrearn 
TAATTAACTTT TGGGCGACCCTT 

>RXA02 627 

GATGTCACTGTGGAAAGCCAACCAGAACGCGTCGTTGCCCTGGGTTGGGGAGATGCTGAG 
GCTGCGCTGGAATTCGGTGTGCAGCCTGTGGGTGCATCAGATTGGCTCGCATTCGGTGGT 
GAAGGCGTGGGACCGTGGATTGAGGATTCTGCCTACGATGAAGCGCCAGAAATAATCGGA 
ACCATGGAACCGGAGTATGAAAAGATTGCAGCGCTTGAACCGGATCTGATTTTGGACGTG 
CGCAGCTCTGGCGACCAGGAACGCTATGACAAGTTGTCTTCAATCGCACTGACCATCGGC 
GTTCCAGAAGGTGGCGATAGCTACCTCACCCCACGCGCTGAGCAGGTAACCATGATCGCC 
ACTGCTCTGGGGCAGGCTGAACGTGGTGAAGAAGTGAACGCTGAATACGAGCAGCTCACT 
GCTGATATTCGTGCAGCTCACCCGGGCTGGCCTGAGAAGACCGCGGCTGCTGTATCTGCA 
ACGGCAACCAGCTGGGGTGCATACATCAAGGGCTCCAACCGTGTAGATACTTTGCTGGAC 
CTGGGCTTCCAGGAAAACCCTGAGCTGGCTAAACAGCAACCTGGCGATACGGGTTTCTCC 
ATCAAATTCAGTGAAGAGACTTTCGGCGTTGTGGATTCCGACCTGGTTGTCGGCTTTGCC 
ATCGGTATGACTCCTGAGGAAATGGCAGAGCAGGTTCCATGGCAGATGTTGACCGCCA'CT 
CGTGACGGCCGTTCCTTTGTGATGCCCCGTGAGATTTCCAATGCGTTTTCTTTGGGTTCC 
CCGCAGTCCACTCGGTTCGCGTTAGACGCCTTGGTGCCACTTCTGGAGGAGCATGCAGGG 
GAG 

>RXA0 2 62 7 -downstream 
TAGTGGTCCGGTGGTGCGGGCAG 

>RXA02 628 

ATGCTTGAAGGTTTTAGAGATTTCGTCCTTCGGGGAAATGTCATTGAACTCGCAGTTGCC 
GTGGTCATCGGTACTGCCTTCACCGCTATCGTGACAGCATTCTCCGAGAGCATCATCAAC 
CCATTGATCGCTTCCATCGGCAGCACAGAGGTTGAAGGCCTCGGCTTCCACATCCGCGCC 
GGCAATGCCGCAACATTCGTGGATTTTGGTGCTGTCATCACCGCAGCGATCAACTTCCTC 
ATCATCGCAGCAATTGTCTACTTCGTTCTCGTTGCTCCAATGAACAAGCTCAGCGAAACC 
CTCGCAAAGCGCAAGGGTGTTGAAGAAGACGAGACCCCAGCTTCCATCGAAGCAGAACTC 
CTC AC CG AG ATCCGCGATCTCCTGCAGGAGCAAAAGCGCCTTC AG 

>RXA0 2 62 8 -downstream 
TAGTTAAAAGGCCCTAAAAGCAC 

>RXA02 650~upstream 

GAATTTTTGCTGCAACTGTGTAAAAACCAGCGCTGAATTAAAGATCACCTTTCACCCTTA 
ATTGAGCCTGGGTGGAAGTTTCTACCGCTCATGGGGAAAG 

>RXA02 650 

AT G G T C AAC G T G AC C T C AAAG GAT G C AGG G G C AAAC G T G AC C C C CAT G AG T AAG AAAG AA 
AAGAGGACAACCGTTAAACAGGTGGTTGCCTTGATGGCCGCCATCGTTGTGGTGATTGCG 
TCCCTAGACCAAATAGTCAAGCAGATTATGCTTAGTTGGTTGGAACCTGGCGTTCCCGTT 
CCCATCATTGGGGATTGGTTCCGCTTCTACCTCCTGTTTAACCCCGGAGCCGCATTTTCG 
ATGGGTGGGGAAAACAGCACCTGGATCTTTACAACCATCCAGTTGAGCTTCGTCATCGGT 
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ATCGCAATTTATGCCCCACGCATCAAACACAAGTGGATCGCGGCAGGACTTGCCCTTGTT 
GCCGGTGGAGCCTTGGGAAACGTGTTGGACCGGTTGTTCAGAGATCCTTCCTTCTTCTTC 
GGACATGTTGTTGATTACATCTCCGTAGGAAACTTTGCAGTATTTAATATCGCCGATGCC 
TCGATTTCTTGCGGCGTCGTGGTGTTCCTGATCGGAATGTTCCTTGAGGACCGTGAAAAC 
GCCCAGCATGCCAAAGCAACTGACGAGAAGGATGAGGCC 

>RXA02 65 0-downst ream 
TGATGAACAACCGACAAAGCAGA 

>RXA02 660-upstream 

CATTTTTCAGCACACTTTTTAAGATCTCATCGi\AAGCGCGATACCCACTATGTCCAATCT 
TTTGAGACTTGTCGGCCGACGGCTCATCGCTTTACCGATC 

>RXA02 660 

ATGATTATTGGCGTCACCCTGCTGGTTTTCATCGTCATGTCATTCTCTCCTGCCGACCCG 
GCACGACTTGCCCTAGGCGAATCAGCCTCCCCCGAAGCACTTGAAGCCTACCGTGAAGCC 
AACGGCCTCAACGATCCAAT GATGGTTCGCTATTTCGACTTCATCCTCGGCATGCTCAAA 
GGCGACTTGGGAACCTCTAGCGGTGGCGTAGCTGTTACCGACATTGTTGCCCGCGCTTTC 
CCCATCACCCTGCAGCTAACATTCTGGGGACTCATCATCGCTGTTGTAGTGGCGTTGATC 
CTCGGTGTCATCGCCGCTCTATACCGAGACCGCTGGCCTGACCAGTTGATTCGCGTGGTC 
TCCATTGCGGCTCTTGCTACTCCTTCATTCTGGTTGGCTATCTTGCTGATCCAGTGGTTG 
GGTACTATCCCTGGAGCCTGGGGTTTCTTCCCAGCACTTGTCACCCGGTGGGTCCCATTC 
AGCGAAGATCCCGCCACCTACTTCAACAACATCGCACTTCAGCGATTGCGTTGGCAGTCC 
CCGTTGCAGGTTCTTTGGCCCGCGTTGTTCGTACCTCCATGGTGGAAGAACTGGACAAGG 
ACTACGTCCGCACAGCAATCGGTGCAGGATCCCCAAAAC 

>RXA02 660-downstream 
TGAAGTTGTTGCCCGCAATGTTC 

>RXA02 661-upstream 

TGGACAAGGACTACGTCCGCACAGCAATCGGTGCAGGATCCCCAAAACTGAAGTTGTTGC 
CCGCAATGTTCTGCGCAATGCGCTGATCACCCCAATCACC 

>RXA02661 

GTGATTGGTCTTCGCGTTGGTTCCCTCATGGGTGGTGCGGTGATCATTGAGATCATCTTC 
AACATCCAAGCAATGGGACAGCTCATCCTAGACGGTGTGACCCGAAATGACGTCTACCTC 
GTCCAAGGTGTCACCCTCACCGTTGCCATCGCCTTCATCATCGTCAATATCGCCGTGGAC 
CTGCTCTACGTCCTGGTCAATCCACGTATTAGGAGCATC 

>RXA02 6 61-downstream 
TAGATGCGCCGTAAACTAACCAC 

>RXA02 663-upstreara 

GTGCAAATATCTGTCCAGTTCGTGAGACTACGTCAATGCTTCCAAGGTCATTGGCGCATC 
AACCGCTCACATCTTGATCAAGCACGTTGCCCGAAACTGC 

>RXA02 663 

ATGGCTCCGATTCTGGTGTTCGCCACCGTCCTGGTCGCCGATGCGATTGTCTTCGAAGCA 
TCCCTGTCCTTCATCAACGCTGGTGTGAAACCACCATCACCTTCATGGGGCAACATCCTT 
GCCGATGGTAAAGCCCTGCTGCTTAGCGGCGCATGGTGGCCAACCTTCTTCCCAGGTTTG 
ATGATCCTGCTGACCGTTCTCTGCTTGAACATCCTTTCTGAAGGCCTCACCGACACCCTG 
GCCAGCCCTAAGCCAAAGCCTGTTTCAGCTTCTGCAAAGAAGGCACTGAAGAAGGAAGAA 
TCCGGTGAAAAGGAAGGCTCCGGAATCGTGCTTGGGCACACCACACGTGAAGAAGCCAAC 
GCCTCACTGCTCGCATCACTTGCTGCGCTATCCACCAGCGAAAACAATTCC7^\TAACCGG 
CTTATATTTGATGGCAACCCCACTCCTCTGTTGGAAGTTCGCGATCTAAAGATCTCCTTC 
CCCAATGCTCACGGAGATATCAATATTGTCGACGGCGTGAACTTCACCGTCGCCCCAGGC 
CAAACCATGGGTCTTGTCGGTGAATCCGGCTGTGGTAAATCGATTACCGCAATGTCGATC 
ATGGGTCTGCTGCCTCCAACAGCAAAGATCGAAGGCGAGATCCTTTTCGACGGAAAGAAC 
CTCCTTGATCTGAAACCAGACGAGCTCAATGCACTGCGTGGACATGAAATCGCCATGATC 
TACCAAGATGCACTCTCCTCACTCAACCCATCCATGCTGATCAGCGCCCAAATGAAGCAG 
CTGACCCGCCGCGGTGGAAAGCGCAGTGCCGAAGAACTCCTGGAACTTGTAGGCCTTGAT 
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CCAAAGCGCACCCTGCAGTCCTACCCGCATGAGCTTTCAGGTGGCCAGCGCCAGCGAGTT 
CTCATCGCAATGGCACTGACCAGAAACCCACGCCTCCTCATCGCCGACGAGCCAACCACC 
GCGCTAGACGTCACTGTTCAGCAGCAGGTTGTCGATCTGCTTAATGAACTGCGTGAAAAG 
CTCGGATTCGCCATGATCTTTGTATCCCACGACTTGGCTCTTGTCGCCCGCCTGGTGCAC 
AAGCTCACCGTCATGTACGCAGGTCAGGTTGTTGAGCAAGGAACCACCCGCGAAATCCTT 
ATCGATCCTCGACACGAATACACCCGCGGTTTGCTCGGATCCGTGCTCTCCATCGAAGCT 
GGTGTGGACCGCCTCTACCAGGTCCCAGGCACTGTTCCATCACCAAAGGAATTCGTGGCA 
GGCGACCGCTTTGCACCACGATCAGAATTCCCAGAACTTGGCCTTGACCAAAAGCCAGTA 
CTTCGCCCCATCACGGGCACAGAGCATGCATACGCAGCAACCGATGAACTTCTTGCCGCA 
AAGGGAGAACAACGA 

>RXA02 663-downstream 

T G AC C T C GAC AAT C G AC AC C AG G 

>RXA02 664 -upstream 

ATCCACAAAGACCCGTACCGGAAAGCTGTTTCGCCCAGACCAGGTCCACGCCAACAAAAA 
CAT C AAC T T C AAG G C C T AC C G C GAT G AAG T AA T C G G CAT C 

>RXA02 6 64 

GTGGGTGAATCTGGTTGCGGAAAATCTACCCTTGCCCGCGTTATGGTTGGCCTGCAACCG 
GTCACCTCCGGCGAAGTGCTGTTCAAAGGCAAGCCCATGAAGCCTCGTGGTGCGCAGCGC 
AAAGAACTCGGCAGCTCAGTATCCGTCGTGTTCCAGGATCCTGCCACCTCGTTAAACCCA 
CGAATGACCGTGCGCGAACAGCTCCTCGATCCACTTCGAGTACACAAAGTTGGCGATGAA 
GCATCCCGCAACCAGTGGGTTTCAGAGCTGATCTCCATGGTTGGCCTCCCGCAATCCGCG 
TTGGAAGTACTCCCCCGACAGGTTTCCGGTGGCCAACGCCAACGCGTGGCCATTGCTCGA 
GCACTTGCGCTGAAACCTGACATCATCGTTGCCGACGAACCAACCTCCGCGCTGGATGTA 
TCCGTTCGTGCGCAGGTCCTCAACCTTCTGCTGGATCTGAAAACTGAACTCGGCCTGGGA 
TTGGTATTCATCTCCCACGACATCAACACTGTTCGCTACGTTTCTGATCGCATCGCAGTC 
ATGCTGGCTGGAGAAATCATTGAGGAAAACACCACCTCAGAGATCTTCAACAATGCGCAG 
CAGGACTACACCCGCACTCTGCTCGAAGCGACACCATCGCTGCTGAACAAAACTCGTTTG 

>RXA02 664 -downstream 
TAGTCTCCAACCCTTTATTCCCT 

>RXA02 68 4 -upstream 

GCAGGTTCGTCCACAGCCGCCGGTGATTGCAGGGGATGGGGGGAGGCGTCGAAAAGCAAT 
ATCTTTTAAGCCCCGTGGCTGCCTGGGCACGATCGCGGGC 

>RXA02 68 4 

GTGCTTGCTGTGGGCTTGGTGCTTGTGTTTGTGGTGACGCTGTGGGCGGATTCGAAGCTG 
AATCGCGTGGATGCCACGCCTGCGACGCAGGTGGCGAACACTGCCGGAACGAACTGGCTG 
CTGGTAGGTTCGGATTCGCGGCAGGGTTTAAGTGATGAGGATATTGAGCGGCTAGGTACC 
GGCGGCGATATCGGTGTGGGCCGTACGGACACGATCATGGTGTTGCATATGCCGCGTACT 
GGCGAGCCGACGCTGTTGTCGATTCCGCGTGATTCTTATGTCAATGTCCCTGGCTGGGGC 
ATGGATAAGGCAAACGCCGCATTTACCGTGGGTGGCCCGGAACTGCTGACGCAAACCGTG 
GAGGAGGCAACTGGCCTGCGAATTGATCACTATGCAGAAATCGGCATGGGTGGTTTGGCG 
AACATGGTTGATGCCGTGGGCGGCGTGGAAATGTGTCCTGCTGAGCCGATGTATGATCCG 
CTCGCGAACCTGGATATTCAGGCTGGTTGCCAGGAATTTGATGGGGCAGCCGCGCTGGGT 
TATGTGCGCACTCGTGCCACAGCCCTGGGTGATCTGGACCGGGTGGTGCGTCAGCGGGAA 
TTCTTCTCCGCTCTGCTGAGTACAGCTACGTCCCCGGGCACGTTGCTGAATCCGTTCCGC 
ACCTTCCCGATGATCTCCAACGCGGTGGGAACATTCACCGTCGGCGAGGGCGATCACGTG 
TGGCACCTGGCCCGATTGGCGCTGGCGATGCGCGGAGGAATCGTGACGGAGACCGTGCCG 
ATTGCCTCATTCGCAGATTACGATGTGGGAAATGTTGCGATTTGGGACGAAGCTGGAGCC 
GAAGCACTATTTAGCTCCATGCGC 

>RXA02 68 4 -downstream 
TAAAACCCCAGGTAATCGTTCAC 

>RXA02 72 8 -upstream 

ATCCCATACGTTGCCTTCCGATCGGCATTTTCACAGCGCTGGTCGGCGGCCCAACATTCT 
TCATAATGTTGCGCCGAATGATGAAAAGGGCGTGCACTAA 
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>RXA02728 

ATGGCCATTGTTTCCCTCGACAACGTCACCGTATCCATTGAAGGAAAAAAGCTTCTCGAC 
GCCGTCTCCCTCAAGGCCTACCCCGGGGAAGTGTTGGGACTCATCGGCCCAAACGGTGCC 
GGAAAATCCACTCTGCTGAGTGTCCTTTCAGGCGATCGGCTTCCCGATTCAGGCGAAGTC 
AACGTCGGTGGCTTAGATCCCGCAACAGCAGCGGCATCCGATATGGCCAGGGTGCGAGCA 
GTCATGCTTCAAGATGTCAGCGTGGCATTTTCCTTCCTCGTGTGGGACGTCGTAGAAATG 
GGCAGGCGGCCGTGGCAGAAGGCGTCAACCCCCGAAGAGGATCAT GAAATCATCGAAGCA 
GCGCTTGCCGCCACCTCGGTATCGCACCTTGCCGAACGTGAAATCACCACACTGTCAGGC 
GGCGAGCGGGCACGCGTTGCCTTGTCCCGTGTCCTTGCTCAGCAAACCCCCATTGTGCTG 
TTGGACGAACCAACAGCCGCGATGGATATCAGCCACCAAGAACAAACTCTGGGCACAGCG 
CGAGCACTGGCAGCCGCCGGGGCAGCAGTGATTGTGGTCCTTCATGATCTCAATGCGGCC 
GCTGCATATTGCGACAGCATTGTGTGTCTCAGTGATGGTCGAGTGATTGCCTCCGGTTCT 
GTTGATCAGGTGTATTCCACGGAAACGCTGTCCCGTGTTTACGGTTGGCCTATCAGGGTC 
GATCATAGTGGAAAATATGTTCGAGTGGAGCCGGACCGTTCTGAGGCGAATTTACCCTCC 
G T AC T AC AG G T G AAAAAT AC G G T T T C AC C AG C T 

>RXA027 2 8 -downstream 

T AG AT AC AT G AC T AAC T AAG G T T 

>RXA027 50-upstream 

G T T C C AT G G AC GAT GTATTTCT AG C AG T T AC AG C T G AAC G G AAAC GAT CAT GAT T AC AG T 
TCTGACACGCAGACACTTGCGCTGCTTTTTCCGCGACCGC 

>RXA027 5 0 

ATGGCAGTGCTGTTTTCCAT CATGGGTGCGCTCATCCTTTTGGTCCTGTACGTGCTGTTT 
TTAGGAAAACTGCAAATTGACGGTCTCATGGTGGATCTACCTGACTCAGCCCGAGACGAT 
GTTGAAGGATTCGTCTTCAATTGGGTGTTTTCCGGAATTCTCATCACGTCCGCAATCACT 
GTTCCGCAAGCAGCACTTGGAGTGCTGGTTGAAGATCGCACCCGCGGAGGCATCAAAGAT 
TTCCTCGTGGCACCCGTATCCAGAACGACGCTGACGGTGTCCTATATCTTCGCAGCAGTC 
ATTGTCGCCATGACGATTTTGATCTTTGAAATCGTGGTGGGAAGTATTGGTTTAGCTATT 
TTGGGGCACTTCAGCAT GAGCATTGCTCGCGTGCTCGAATTGGTAGTCGCCTTGCTTCTG 
CTCACCCTGGTGTTTTCCGCAATTGCAGCATTTCTGATCACCTTGGTGAAATCTCAAGGC 
GGAATGTCTGCGCTTTCAAGCCTGGTAGGCACCCTGGCGGGCTTTTTATCTGCTGCTTAT 
ATTCCACCCATCGCATTGCCTGAAGCAGTGACAAACGTGTTGAACTTCCTCCCGTTTACC 
CCAGCTGGAATGTTGATCAGACAAATTGTGGTTGCCCCAGCATTGGACGCGATTTCACTT 
CCACCCGAAGCCTTCGATATCTTCCAATTCGGATACGGACTCAAACTGGAAATGTTTGGG 
GAACCCGTTTCTACATGGGTGGCAGTAGGAATTGTTGCCTCATGGGGAGTGGTGTTTGGA 
CTCATTGCCGCGTTCAAAATGAAAAGCGTGGTGCGA 

>RXA02 750~downstream 
TAAATCCTGCTAAAGAATGCTTC 

>RXA027 61-upstrearn 

CAGGTTGTTCTCATTGAGGTGGTTTCTCCGAGAATGCAGCTTTGATCGCCAACGTGGCGC 
CAGAAGTGATCGCAGTTGTCGGGCATTCATCGCACTGTGG 

>RXA027 61 

ATGATGGATGGTATCAACCGCCGTACCACCCTCATTACCGGTTATTCTCTCACCACCATT 
AGCCACGTATTGATCGGTATCGCATCCGTAGCATTCCCAGTCGGCGATCCTCTTCGCCCC 
TACGTTATCTTGACTCTGGTTGTGGTCTTCGTGGGATCCATGCAGACCTTCCTCAACGGT 
AGCTACCTGGGTTATGCTCTC 

>RXA02 7 61 -downstream 
TGAGCTCTTCCCGCTGGCAATGC 

>RXA027 62-upstream 

TTCCCAGTCGGCGATCCTCTTCGCCCCTACGTTATCTTGACTCTGGTTGTGGTCTTCGTG 
GGATCCATGCAGACCTTCCTCAACGGTAGCTACCTGGGTT 

>RXA027 62 
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ATGCTCTCTGAGCTCTTCCCGCTGGCAATGCGCGGTTTCGCAATCGGTATCTCAGTGTTC 
TTCCTCTGGATCGCAAACGCGTTCCTCGGATTGTTCTTCCCAACCATCATGGAAGCAGTA 
GGACTAACCGGAACCTTCTTCATGTTCGCCGGAATCGGTGTGGTTGCCTTGATCTTCATC 
TACACCCAGGTTCCTGAAACTCGTGGACGTACCTTGGAGGAGATTGATGAGGATGTTACT 
TCCGGTGTCATTTTCAACAAGGACATCCGAAAAGGAAAGGTGCAC 

>RXA027 62~downstream 
TAAAAACCCAGACACTGCATAGA 

>RXA027 6 9 

ACAGTAGTTCCGGTGTACCTCGCTGAACTCGCACCACTAGAAATCCGCGGCTCCCTGACC 
GGCCGAAACGAGCTTGCTATCGTCACCGGCCAGCTGCTTGCCTTCGTGATCAACGCGCTT 
ATCGCCGTCACCCTACACGGAGTTATTGATGGAATCTGGCGCATCATGTTCGCCGTCTGT 
GCCCTCCCTGCCGTCGCCCTCTTCCTCGGCATGCTGCGGATGCCGGAATCACCACGCTGG 
CTGGTCAACCAGGGGCGTTACGACGACGCCCGCCGCGTCATGGAGACCGTCCGTACCCCT 
GAGCGTGCGAAAGCCGAAATGGATGAAATCATCGCGGTGCACTCTGAAAACAATGCGGCA 
CTTCCTGGTGTTAAGCAGTCTTCGGGCCAGGCTTCAGGCCAGGTTTCTAGCAAGCACACC 
CACATGTCCATCGGCGAAGTCCTCAGCAACAAATGGCTGGTTCGTCTGCTCATCGCCGGC 
ATCGGTGTTGCAGTTGCCCAGCAGCTCACCGGCATCAACGCCATCATGTACTACGGAACC 
CGCGTCCTCGAGGAATCCGGCATGAGCGCAGAAATGGCTGTGGTTGCCAACATTGCTTTC 
GGTGCCGTTGCCGTCATCGGTGGACTGATCGCACTGCGCAACATGGACCGCCTGGATCGC 
CGCACCACCTTCATCATCGGCCTGTCACTGACCACCACCTTCCACCTTTTG 

>RXA02 7 95 

ATCGACGTCTCCCTCCCCGAACGCACCGCTTCGGCCTACCCACACGAACTTTCAGGCGGG 
CAACGCCAACGCGCACTAATCGCAATGGCGCTGGCCAATGATCCTGACCTGTTGATCTGC 
GATGAACCCACCACGGCTTTGGATGTGGTTGTGCAAAAACAAATCGTCGATCTGCTGCTG 
CGTCTCACCAAAGAACGTGGCACCGCTTTATTGTTCATCACCCACGATCTTGGACTCATC 
GCGCGCACCTGCGAACGCTTATTGGTGATGAAATCCGGCGAAACCGTAGAACGCGGCGAC 
ACCGAGGCAATTCTTCGCTCCCCCGCCCATTCGTATACCCAACAGCTCCTTGATGCTTCA 
ATCCTTGACCAGCCAGAAATCGCCTCAGATTCTGGCGCGCCGGTAGTGATTGATGTGGAG 
GAGGCGTCGAAAAGCTTTAAAGAAACCACCGCCCTCCACAAGGTTTCATTGGCGGTGCGC 
AAAGGTGACCTGCTTGGAATAGTCGGCGGATCAGGTTCCGGCAAAACGACTCTGCTGAAG 
CTCATCGCCGGTTTGGATAAGCCCACAACCGGTACCGTTGCGGTAACCGGTGGTGTGCAG 
ATGGTGTTTCAGGATCCCCAATCAAGCCTCAACCCACGGATGAAAATCAAAGACATTGTC 
GCCGAACCACTGCTTGGTTGGAACGCGGCGGAGAAAACCACACGGGTTGCGGAAGTCATC 
ACCCAAGTGGGACTGAGCCCCGATGTCTTAGATCGCTACCCCCACGAATTCTCCGGAGGA 
CAGCGCCAACGAATCTCCATCGCCAGAGCCCTCGCCATCAAACCAGCGATCCTGCTTGCC 
GACGAACCTGTCTCCGCCCTCGATGTGTCCGTACGTAAACAAGTACTGGATCTTCTCCAA 
CAACTCGTCGAAGAATACGGCATCACCTTGGTGTTCGTCTCCCACGATCTGGCAGTGGTG 
AGACACCTGTGCACAACCGTGTGGGTGATGGAACAGGGACGAGTCCTTGAGCAAGGGCCC 
ATCGATTCGGTTTATGATCACCCACAGACCGAATACACCAAGGAGCTGCTTGATGCCGTT 
CCGCGGTTGAGCCTT 

>RXA027 95-downstream 

T AAAC C AG C G C AGAT GAC AAC G C 

>RXA02 8 08 

TTTTACTTCGGCATCCTCCCAGTCCTTGCAGAAAGTGCTTCCCACTTCGGCATCGAGCCT 
GTGGAAATGGCCCGCGCATCCATCACTGGCCAGCCCGTTCACATGCAAAGCCCGCTGGTC 
CCAGCGATCCTCCTGCTGGTTTCCCTCGCCAACGTCAACCTTGGCGACCACCACAAGAAG 
GTTCTGTGGCGCGCCTGCATCGTGTCCATCGCGATGCTCGCCGTAGCCCTCTTCATCGGC 
GTCGTGCCACTCAGCGCA 

>RXA028 08-downstream 
TAAAATAGCTTTTCGACGCCAAA 

>RXA028 63-upstream 

ACGGACTGCCCATTGCGGTGCGCGATGATCCCGAAACCAGCTCACTTCGCGTGATCCCGC 
ATCCAAATCCCTTTTGATTGAAAGTTTGACTTAAAAACCC 



Appendix A, page 50 




AttornQi 



:ket No.: BGM31CP 



>RXA02 8 63 

ATGAAAAAATCACTCATCGCCATTGTTGCCAGTGCGCTCGTGTTAAGCGGCTGCACCTCT 
GATTCTTCTGACTCTTCCGGCACTTCCGGAACTGTGGAAACCACTTCGATTACAACCAGC 
GTTGCCGCAGCTGACGGCGCATTCCCACGCACCGTCACACTCGACGATTCCTCCATCACC 
TTAGAATCCAAACCAGAGCGCATCGCCGTACTCACCCCAGAGGCAGCATCCTTGGTTCTC 
CCCATCACAGGCGCCGACCGCGTCGTGATGACCGCCGAAATGGACACCGCTGACGAAGAA 
ACCGCAGCTCTGGCCTCCCAAGTGGAATACCAAGTCAAAAACGGTGGCAGCCTCGACCCC 
GAACAAGTTGTCGCCGGCGACCCAGATTTGGTGATCGTCAGTGCGCGTTTCGATACCGAA 
CAAGGCACCATCGACATTTTGGAAGGCCTCAACGTCCCCGTAGTTAACTTCGATTCAGAC 
GCTTGGGGAGACATCGACGCCATCACCAAACACCTAGAAATTGTGGGTGAACTCGTCGGC 
G AAG AAG AC AAAG C CGC AG AAG C AAT C GC AGAAAT C GAT G C AAAC C GC AT C GAC AT C G AC 
AAGCCTGCCACCTCCCCCACTGTGCTCACTTTGATGCAACGCGGACCACGCCAAATGGTC 
ATGCCAGAATCTGCCATGCTCAACGGCCTGATCCGCGAAGCCGGCGGCACTCCAGTGGTA 
GATTCTCTCGGCGCGGTAGGCACCATCACTGCAGACCCAGAACAAGTTGTTGCGATGGCA 
CCTGAGATCATCATCATTCAGGACTTCCAAGGTAAAGGCCGAGAGAACTTCGCTAATTTC 
CTCTCCAACCCAGCGCTAGCCAACGTTCCCGCCATTGAAAACGACAAGATTTTCTACGCC 
GACACTGTCACCACTGGAGTTACTGCAGGTACCGATATCACCACTGGTCTGCAGCAAGTG 
GCAGAAATGCTGAGC 

>RXA028 63-downstream 
TAGTTTTGAGATGTT G AAAC T AG 

>RXA02 8 64 -upstream 

CTTGCAAACAGGCGTGGTGGTGGCGTTCATTGGCTCACCAATTTTCCTTTATTTACTGCT 
CAGCATGCGCAAGCGACGCGGATTGGGGCTGTAAAAACTC 

>RXA02 8 64 

ATGCCTCAATTAGTTGAAATTCGTGATCTCAACGTTGAATTCCCCTCTCGCCATGCAGTG 
AAAAACGTGTCTTTTTCTGCACCTGCTGGAAAAGTCACCGCACTGATTGGCCCAAATGGT 
GCTGGTAAAAGTACTGCCCTTTCGGCGATTGCAGGATTGGTTGAATCCACCGGCGAGGTA 
ATGGTTGGTGGGAGTGGGGTTGCGTCGAAAAGCGCTAAAGCCCGAGCCCGCCTGCTCTCA 
CTCGTGCCGCAAAACACCGAGTTGCGCATTGGTTTTAGTGCACGCGACGTTGTCGCGATG 
GGCCGCTACCCGCATCGTGGCCGCTTCGCCGTGGAGACCGACGCAGATCGACGCGCCACC 
GATGACGCCCTGCGCGCCATCAACGCGCTCGACATCGCCGAGCAGCCCGTCAACGAATTA 
TCGGGCGGCCAGCAGCAGCTCATCCACATCGGCCGAGCGCTCGCCCAAGACACCGCCGTC 
GTGCTTCTCGACGAGCCCGTCTCCGCCCTTGATCTACGGCACCAAGTTGAAGTCCTTCAA 
CTCCTGCGCGCCCGAGCTAATTCCGGCACCACCGTGATCGTCGTCCTTCACGATCTCAAC 
CACGTTGCCCGTTGGTGCGACCATGCAGTGTTGATGGCCGACGGCGAAGTTGTCTCCCAA 
GGTGACATCCGCGAGGTGCTCGAACCTGCCACACTGTCCACCGTGTACGGACTGCCCATT 
GCGGTGCGCGATGATCCCGAAACCAGCTCACTTCGCGTGATCCCGCATCCAAATCCCTTT 

>RXA0 2 8 64 -downstream 

T GAT T G AAAG T T T GAC T TAAAAA 

>RXN00001~upstream 

TGTCATAGGCAGCACTCTAGATGGCGCACAGTGACTCACTTCACTGTTTCTCACACTACG 
GATCGTTCGGCACGTACCTGCCGATGGAGGAGATTCTGCA 

>RXN00001 

ATGGCAACCGTAACGTTCAAAGATGCTTCCCTAAGCTACCCGGGAGCAAAGGAACCCACC 
GTCAAGAAATTCAACCTGGAAATCGCCGATGGCGAGTTCCTCGTCCTCGTCGGCCCTTCC 
GGCTGTGGTAAATCCACCACGCTGCGCATGCTGGCCGGTTTGGAAAACGTTACTGACGGT 
GCCATTTTCATCGGAGACAAGGACGTTACCCACGTTGCACCGCGTGACCGTGACATCGCC 
ATGGTTTTCCAGAACTATGCTCTCTACCCCCACATGACCGTGGGCGAGAACATGGGCTTC 
G C AC T G AAG AT CGC C GG C AAG T C C C AAG AC GAG AT C AAT AAG C G C G T C GAC G AAG C C G C C 
GCCACTTTGGGCCTGACCGAATTCTTGGAGCGCAAGCCGAAGGCCCTGTCCGGTGGTCAG 
CGTCAGCGTGTGGCCATGGGCCGCGCCATTGTTCGCAACCCGCAGGTCTTTCTCATGGAT 
GAGCCGCTGTCTAACCTCGATGCCAAGCTGCGTGTTCAGACCCGTACCCAGATTGCAGCC 
CTGCAGCGCAAGCTTGGGGTTACCACCGTTTACGTCACCCACGACCAGACGGAGGCCTTG 
ACCATGGGTGACCGCATCGCGGTGCTGAAGGATGGCTACCTGCAGCAGGTTGGCGCGCCC 
CGAGAGCTTTATGACCGCCCCGCCAACGTCTTCGTCGCCGGCTTCATCGGCTCCCCAGCC 
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ATGAACTTGGGCACCTTCTCGGTCAAGGATGGTGACGCTACCTCTGGTCACGCTCGCATC 
AAGCTTTCCCCGGAAACCCTCGCCGCCATGACGCCGGAGGATAATGGCCGCATCACCATT 
GGTTTCCGCCCGGAGGCACTGGAGATCATTCCGGAAGGCGAGTCCACCGATCTTTCCATC 
CCAATCAAGCTCGACTTCGTGGAGGAACTCGGTTCCGATTCCTTCCTCTACGGCAAGCTG 
GTAGGCGAGGGCGACCTTGGATCCTCCAGCGAGGATGTCCCCGAGTCCGGCCAAATCGTC 
GTCCGCGCTGCTCCGAACGCCGCGCCTGCTCCGGGCAGTGTTTTCCACGCACGCATCGTG 
GAGGGCGGCCAGCACAACTTCTCGGCGTCGACTGGCAAGCGCCTCCCT 

>RXN0 000 1 -downs t ream 
TAAGCCCGCGTACCGGCTACCCC 

>RXN000 99-upstreara 

CTCTGGTGAAGAGGATGTTGACTCGGGAGATTCTTCCACTGATTCACTGATTAAGTGGTA 
CCGCGCAAATAGGTAGTCGCTTGCTTATAGGGTCAGGGGC 

>RXN00099 

GTGAAGAATCCTCGCCTCATAGCACTGGCCGCTAT CATCCTGACCTCGTTCAATCTGCGA 
ACAGCTATTACTGCTTTAGCTCCGCTGGTTTCTGAGATTCGGGATGATTTAGGGGTTAGT 
GCTTCTCTTATTGGTGTGTTGGGCATGATCGCGACTGCTATGTTCGCGGATGCTGCGTTT 
GCGCTTCCGTCGTTGAAGAGGAAGTTCACTACTTCCCAACTGTTGATGTTTGCCATGCTG 
TTGACTGCTGCCGGTCAGATTATTCGTGTCGCTGGACCTGCTTCGCTGTTGATGGTCGGT 
ACTGTGTTCGCGATGTTTGCGATCGGAGTTACCAATGTGTTGCTTCCGATTGCTGTTAGG 
GAGTATTTTCCGCGTCACGTCGGTGGAATGTCGACAACTTATCTGGTGTCGTTCCAGATT 
GTTCAGGCACTTGCTCCGACGCTTGCCGTGCCGATTTCTCAGTGGGCTACACATGTGGGG 
TTGACCGGTTGGAGGGTGTCGCTCGGTTCGTGGGCGCTGCTGGGGTTGGTTGCGGCGATT 
TCGTGGATTCCGCTGTTGAGTTTGCAGGGTGCCAGGGTTGTTGCGGCGCCGTCGAAGGTT 
TCTCTTCCTGTGTGGAAGTCTTCGGTTGGTGTGGGGCTCGGGTTGATGTTTGGGTTTACT 
TCGTTTGCGACGTATATCCTCATGGGTTTTATGCCGCAGATGGTAGGTGATCCTCAGCTC 
GGTGCGGTGTTGTTAGGCTGGTGGTCAATTTTGGGATTGCCGCTGAACATTCTGGGACCG 
TGGTTGGTGACGCGTTTCACTAACTGCTTCCCGATGGTTGTTATCGCCAGTGTCATGTTT 
CTCATCGGTAATGGTGGGTTTTGTTTGGCTCCGGATGTTGCGCCGTGGTTGTGGGCGACG 
TTGTCTGGTCTTGGTCCCCTTGCGTTCCCGATGGCGTTGACGCTCATTAATATTCGTGCT 
GAAACTAGTGCTGGTGCTTCTGCGTTGAGTTCCTTCGGGCAGGGTTTGGGTTATACGATT 
GCGTGTTTCGGTCCCTTGTTGACTGGTTTCATTGTCGATGCGACAGGCAGCTTCCGAACA 
ATCTTTGTGCTTTTTGCGGTTGCAACACTCTTCGTTATTAGAGGCGGTTACTTTGCGACA 
AGGCAGGTTTACGTCGAAAAGCTTTTAAATCGC 

>RXN000 99-downstream 
TAGGATGGCGCTATGCCGCAAAG 

>RXN00193 

AAAGCTTTCTNCCAACGCGAAGGTTTCATCTCAGCCTTCGGTTTCACCGTCCTCGTGGTC 
ATCGTCTCCGTGATCACAGTCAACATCTTCGCCTTCCTCTTGGCGTGGTTGCTGACCCGC 
AAACTCCGCGGTACCAACTTTTTCCGCACAGTCTTCTTTATGCCGAACCTTATCGGCGGC 
ATTGTGCTGGGTTATACCTGGCAGACCATGATCAACGCCGTGCTTTCGCACTATGCCACG 
ACTATTAGCGCGGACTGGAAATTCGGCTACGCCGGCCTCATCATGCTACTTAACTGGCAG 
CTCATCGGCTACATGATGATCATTTACATCGCCGGCCTGCAAAACGTCCCACCAGAGCTC 
ATTGAGGCTGCCGAACTCGACGGCGTCAACAAGTGGGAGATGCTGCGGCACGTCACTATT 
CCGATGGTCATGCCATCCATCACCATCTGCCTCTTTTTGACTTTGTCGAACTCCTTTAAG 
CTCTTCGACCAGAACCTGGCGCTGACCAACGGCGCTCCTGGCGGGCAAACTGAGATGGTG 
GCGCTCAACATCATCAACACGCTGTTTAACCGTATGAATGTCGAGGGCGTCGGT 



>RXN0037 8 -upstream 

ACCGTGAGCCTTATACTGTGAGGACATTAAAAGTGACACCTCTTTTTCTATCTTTTACAA 
CCCAAGAAGGTTTATCGTGAGCACACCGGATTCTTCCTCG 

>RXN0037 8 

GTGGACAAGGCCGTAAACACTGCTATCTCTGACGCCAAAACAGCGGCGCTCAAGGCAGGT 
GT T GGATT G AACCGAGCC ACCGCC TCAGAAGAAGAGGAAGAT T T AAGCT CAAGCATT AAG 
GTTTCTTTGGCCTTTGAGCTCGAGGGGTT71AGCAATGCACCATCGTTGATGGTGGTGGAA 
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AAAGCCCTAGAGAAGATCCCCGGTGTATCCGCGGATCTGATTTACCCTTCACAAACTGCA 
TGGATTACAGCAACTGATCGGGTACATCCCGAAACCCTCATTGAGGTGTTTGAGCAGTTC 
GGCATCAAAGCACACCTTTCTAATTCATCGCTGCTGCGCAGGCAT CAACAGCTCAGCGCG 
GAAGTAAATAGGGAAGCACGCCTTGATCGTTACCGCTCCCGAATGGATGCCAAGCGAATC 
TCGCCTCGTGTGCGTyVGGCATAACCGACAAGAAATGGTACATGCGGTACGCGCTCGTGAA 
AGTGGTTGGATTAAACGCAGGAATCACACCACCTCGCAGCATGAAGACCCAATGTCGGGC 
GATGTGCTGTTCACCGCCCGCGCACTGATTACACCTAAGCGTTTGTGGGTGTCGTTGCCG 
TTTGCGCTCATCGTATTGGCGTTATCGTTGAATCCTTCGTGGCAGTTTGATTATTGGCAG 
TGGTTGTCCGCTGTGTTGGCTATTCCTGTGGTGGTGTGGGGTGCCTGGCCGTTTCACCGC 
GCTGCAGCAGGCGGTATTCGTCGAGGAATTTCCGCTCTTGATGCGACCAGCTCAATCGCT 
ATTGCTGCTGCATACGCGTGGTCTATCGCCATGCTGTTGTTTGAAACCCCAGGAGGTAAA 
TCCTGGCGGTCATATCCGTCCTGGTTCGCTTTTGACCACGGCACGTTGACCCAAAACGAG 
ATTTATTTTGATGTGGCCTGCGGAATCACCGTGTTGCTTCTTGCCGGACGGCTGCTGACA 
AGGCGTCGAAGCCAATCCAGTTTGTTAGCGGAACTTGGTCGCCTCCAAATCGATCCACAG 
CGCATTGTCACTGTGGTGCGTAAACACCGATTGAAGCGCGTAGTCCAGGAACTGAACATT 
CCAGTGCAGGAAGTCCGTGTCAATGACGATGTGAAAGTTCCACCTAATACCACGATCCCT 
GTGGATGGCACTGTCATCGGTGGCGGTTCGCGGATCGCAGCTAGCAT CATCATGGGACAA 
GACCAGCGTGATGTAAAAGTAAATGACAAAGTTTTCGCCGGCAGCCTCAACCTCGAATCC 
GAAATCAAGGTTCGTGTTATTCGCACTGGTCACCGCACCCGCATCGCCGCGGTACATAGG 
TGGGTTAAAGAAGCGACGTTGAAGGAAAACCGCCACAATAGGGCAGCGATCCGTTCGGCC 
GGTAACCTTGTGCCCATCACGTTCACCCTTGCTGTGGTGGACTTCTGTCTGTGGGCACTG 
ATCTCTGGAAACATCAACGCTGCATTTACCACTACCTTGGCTGTCCTTGCGTGCGTGGCT 
CCGGTGGCCTTAGCGTTGTCTGCTCCACTTGCCACGAGGAATTCCATCGAAGCTGCAGCA 
CGACACGGTATTTTGGTCCGCTCTGGTGAAATTTTCCGAGTTCTCGATGATGTGGATACT 
GCCGTATTTAATCGTGTGGGCACACTAACCGATGGCGAAATGACAGTGGAAACCGTCACA 
GCAGACAAAGGCGAGGACCCAGAACTAGTGCTGCGTGTCGCCGGGGCGTTGGCCATGGAA 
TCCCACCACGCGATTTCCAAAGCACTGGTGAAAGCATCCCGTGAAGCTCGTGATACCGGC 
GCCGGTGGTGAAGATGTCCCACACTGGATTGAAGTAGGCAACGTGGAAATCACCGAAGCC 
GGCTCATTCCAAGCAACCATCGAGCTGCCACTGATCAAACCATCTGGCGAAAAAAT CATG 
CGCACCACAGAAGCACTCCTGTGGCGACCACGATCCATGACAGAAGTCCGTGAGCACTTA 
AGCCCCCGACTAGTGGCAGCAGCAACCTCAGGTGGCGCACCACTGATCGTGCGATGGAAA 
GGCAAAGACCGCGGAGTTATCACTCTAAGTGACCACGTGAGATCAGATTCCTCCGATGCG 
ATTATTGCGATTGAAGAACAAGGCATCGAGACCATGATGCTTTCACGTGATACTTACCCG 
GTGGCACGTCGATACGCAGACAGCTTAGGCATCACCCACGTCTTGGCCGGCATCGCGCCG 
GGCAAGAAAGCCCAGGTCGTCCGTGCAGTCCACACCCGCGGATCCACTGTCGCGATGATC 
GGCGATGAATCAGTAATGGACTGTTTGAAAGTCGCTGACGTGGGTGTACTGATGGGCGTC 
GATCGTCCCTCAGATCTGCGTGATGATTCCGATGACCCGGCAGCTGACGTTGTGGTCATG 
CGCGAAGAGGTCATGAGCGTGCCGACGCTGTTTAAACTGGCTCGACGCTACGCCAAGTTG 
GTCAATGGCAATATTGCTCTGGCCTGGATCTATAACGGTGTTGCCATGGTGCTTGCAGTG 
TCTGGCTTGCTGCATCCAATGGCTGCGACCGTGGCTATGCTGGCGTCTTCGCTGCTTATT 
GAATGGCGCTCGGGCAGGGCGCGCAAGTAC 

>RXN0037 8 -downstream 
TAACCAGCAATTCCCAAGCCCAA 

>RXN0 0 4 12 -upstream 

CTTTTGACGAACACCACGTCGCGTACGCTTCCTCGGGGCGTTAAACTATTTGTCTTCCAG 
CTTTTGTCCCCCGACTTTTGTACGAATCGAGGACACCGTC 

>RXN00412 

GTGTCACACACCGCGTCCACACCGACGCCAGAGGAATACTCCGCGCAGCAACCCAGCACC 
CAGGGCACTCGCGTTGAGTTCCGCGGCATAACCAAAGTCTTTAGCAACAATT^AATCTGCT 
AAAACCACCGCGCTTGATAATGTCACTCTCACCGTAGAACCCGGTGAGGTAATCGGCATC 
ATCGGTTACTCTGGCGCCGGCAAGTCCACTCTTGTCCGCCTCATCAATGGCCTTGACTCC 
CCCACGAGCGGTTCGTTGCTGCTCAACGGCACCGACATCGTCGGAATGCCCGAGTCTAAG 
CTGCGTAAACTGCGCAGTAATATCGGCATGATTTTCCAGCAGTTCAACCTGTTCCAGTCG 
CGTACTGCGGCTGGAAATGTGGAGTACCCGCTGGAAGTTGCCAAGATGGACAAGGCAGCT 
CGTAAAGCTCGCGTGCAAGAAATGCTCGAGTTCGTCGGCCTGGGCGACAAAGGCAAAAAC 
TACCCCGAGCAGCTGTCGGGCGGCCAGAAGCAGCGCGTCGGCATTGCCCGTGCACTGGCC 
ACCAATCCAACGCTTTTGCTTGCCGACGAAGCCACCTCCGCTTTGGACCCAGAAACCACC 
CATGAAGTTCTGGAGCTGCTGCGCAAGGTAAACCGCGAACTGGGCATCACCATCGTTGTG 
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ATCACCCACGAAATGGAAGTTGTGCGTTCCATCGCAGACAAGGTTGCTGTGATGGAATCC 
GGCAAAGTTGTGGAATACGGCAGCGTCTACGAGGTGTTCTCCAATCCACAAACACAGGTT 
GCTCAAAAGTTCGTGGCCACCGCGCTGCGTAACACCCCAGACCAAGTGGAATCGGAAGAT 
CTGCTTAGCCATGAGGGACGTCTGTTCACCATTGATCTGACTGAAACGTCCGGCTTCTTT 
GCAGCAACCGCTCGTGCTGCCGAACAAGGTGCTTTTGTCAACATCGTTCACGGTGGCGTG 
ACCACCTTGCAACGCCAATCATTTGGCAAAATGACTGTTCGACTCACCGGCAACACCGCT 
GCGATTGAAGAGTTCTATCAAACCTTGACCAAGACCACGACCATCAAGGAGATCACCCGA 

>RXN0 0412-downstream 
TGAACGAGATGATCCTCGCAGCT 

>RXN004 31~upstream 

TGGATCGTCCTCGCCTTCACATTCGTCGGCCTTGGCCTTGCTCTCCTCGCGATGAAGCAA 
TGGCGATTCCGCGTCAGCTACTGGGTATAAGGAGCACCAC 

>RXN00431 

ATGGTATCCATGGATACATACAACGCCTGCGTCGACTTCCCCATCTTCGACGCCAAATCC 
CGCTCCATGAAGAAAGCCTTCCTCGGCGCAGCCGGCGGAGCAATCGGGCGCAATCAAGAC 
AACGTCGTAGTCGTCGAAGCGCTGAAGAACGTCAACCTGCACTTGCGCGAAGGTGACCGG 
GTCGGACTCGTCGGCCACAACGGCGCCGGCAAATCCACCCTCCTGCGACTCCTCTCCGGC 
ATCTACGAACCCACCCGCGGAAGCGCTGACATCCGTGGACGCGTCGCCCCCGTCTTCGAC 
CTCGGCGTCGGCATGGATCCAGAAATCTCCGGCTACGAAAATATCATCATCCGCGGCCTC 
TTCCTCGGTCAAACCCGCAAACAGATGAAAGCCAAAATGGAAGAAATCGCCGACTTCACC 
GAACTCGGCGAATACCTCTCCATGCCTCTCCGAACCTACTCCACCGGCATGCGCATCCGC 
CTAGCCCTCGGCGTGGTCACCTCCATCGAGCCCGAAATTCTGCTTCTTGATGAAGGCATC 
GGCGCCGTCGACGCCGCCTTCATGGCCAAAGCCCGCGACCGCCTCCAAGCCCTCGTCGAA 
CGATCCGGCATCCTCGTCTTCGCCTCCCACTCCAACGACTTCCTCGCCCAACTCTGCAAC 
ACCGCACTCTGGGTCGACCACGGACAAATCCGCGAAGCGGGACTAGTTCCAGACGTGGTG 
GAAGCCTACGAAGGCAAGGGCGCCGGCGACCACGTCCGCAGACTCCTCACCCGCATGGAA 
GAAGAAAAG 

>RXN00 4 31-downstream 
TAGCTCCTGCGTTTCGGGTTTGC 

>RXN004 4 4 -upstream 

TACCCAATGGCATTGACCACCACCGGTGAAGACAACGAGGTAGCGAAGGCTTTCGCAGAG 
TTCCTCAGCAGCGATCGTGCCAAGGAGATCCTTGCCAGCT 

>RXN00444 

ATGGTTTTGGCACAAACTAAAAAGGCTCGTCGAAGCGAGAATCATATCCTCCCAGGGTGG 
TTGCTCATCCCAGCCACCCTGGCCATGCTGCTGATCATTGGACCTATTTTTGCTTTGCTG 
TTGCAGATCCCCTGGGATCGGTCTTGGGAGTTGCTTACCGCGCCGGAATCTTTAGGAACC 
GCACGGTTATCTATCGGAACTGCTCTGTTTTCTACCGCGCTATGCGCAATTGTGGGTTTC 
CCGCTAGCGTTGGCGCTGCATTTATATGAGCGTTCGCACGCCAGGGTGACATCAGTTTTG 
ACGGTGCTGGTTTATGCGCCTTTGGTGTTGTCGCCGGTGGTGTCTGGTTTGGCGCTGACT 
TTTCTGTGGGGCAGGCGTGGTTTTTTAGGTTCTTGGCTTGATCAGGTTGGATTGCCGATT 
GCATTTACCACCACGGCTGTGGTGTTTGCCCAGGTGTTTGTAGCGTTGCCATTTTTCATT 
TCCACTGTGACTACTGCACTGCGTGGCATTCCAAAACAGTTTGAGGAAATCGCAGCTACT 
GAAGGCGCAACCCGCTGGGAGATCATGCACAAGATGATCATTCCGCTGGCGATGCCTGGA 
ATTTTCACCGGTATGATTTTGGGATTCGCCAGGGCCTTGGGCGAGTATGGTGCGACACTG 
ACTTTTGCTGGAAATATTGCAGGTGTTACCCGCACCATTCCGTTGCATATTGAGCTTGGT 
TTGAGTTCCAATGACATGGATAAAGCCTTGGGAGCGGTGATTATGCTTTTGGCTGTCTAT 
GTCCTCATCATTGGAGCCATCGGAGCGTTACGATTGTTTTCCAAGGTGAGAAAGGTT 

>RXN00 4 4 4-downstream 
TAATTGATGTCTCGTTCGCCGGA 

>RXN004 66~upstream 

TTTAAAAGCGCACTAAGAGCTCGTCAATTCTTTAAAACAAGCTGAGAATGTGAATAATAG 
GAT AGG T T AACC T GAT T C GAT T AGAAAAC G GAG AT T T G T C 
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>RXN00 4 66 

GTGCAATCCCGCCTGTCCAAAATCCTGCGCAGTAGCGTCGTAGGCGTTGCTGTCCTAGCC 
CTGTTAGCTGGGTGTTCTAACAATGCAGATGACACCGACGCTGATTCAACATCCACGGGA 
AACTCCGCTTTTCCTGTTTCGATTGAACACGAGTTCGGAACCACCACAATCGATGATGTA 
CCCGAAAGAGTTGTCACCCTTGGCGTTACCGACGCCGATATTGTCCTCGCATTGGGGACC 
G T C C C AG TAG G C AAC AC C G G AT AC AAAT T C T T C G AAAAC G GAT T G G G AC C G T G G AC T GAT 
GAGTTAGTGGAAGGCAAAGAATTAACACTGCTTGACTCTGATTCCACACCAGATCTTGAA 
CAAGTAGCAGCCCTGGAGCCAGACCTGATTATTGGAGTCTCTGCGGGGTTTGACGACGTT 
GTATACGAGCAACTATCTGATATCGCACCGGTGGTCGCCCGTCCAGCGGGAACAGCTGCA 
TACGCAGTAGCTCGCGAGGAAGCTACCAACCTTGTTGCCCGTGCGATGGGGCAATCAGAA 
AAAGGACAAGAGCTCAATGAGGAAACAGATGCTCTGATCCAAGCTGCGCGTGATGAAAAT 
CCTTCTTTTGACGGTAAAACAGGAACCGTCATCTTGCCATACCAGGGTAAATACGGTGCC 
TACCTGCCAGGCGATGCACGGGGACAATTCCTCGATTCACTTGGCATTTCGCTGCCGGAA 
GCAGTTCTTTCGCGAGACACCGGCGACAGCTTCTTTGTCGATGTCCCCGCTGAAAGCGTC 
AAAGACGTAGACGGTGATGTTCTCCTCGTGCTTTCCAACGACGAAAATCTGGATATCACA 
GCAGAGAATCCACTGTTTGAAACACTCAACGTTGTGCAAAAAGACGCAGTAATTGTGGCA 
ACAACCGAAGAACGCGGGGCGATTACCTACAACTCAGTGCTGTCTGTTCCTTTTGCGTTG 
GAACATCTCGCACCACGTATTGCTGAGGCTTTGAAG 

>RXN0G4 66-downstream 

T AAAAC T C AAC T AC T C GAG C AC A 

>RXN0 052 3-upstream 

TGGTGACTCGTCCGAGTGAAATTGCCGTGGGCATCAT CATGCCGATCATTGGTGCGCCAC 
TGTTTATTTGGATTATTCGTCGTCAGAAAGTCAAAGAGCT 

>RXN0 0523 

ATGAGCCTTAGCCATCAACTCAAGCGCCAGCGCGCATCGCGCAACTCCCGCAGGTGGCTG 
ATTGTTGCGGCATTGGGCGTCGTCACGCTTGGTATTTTTGCTTTTTCTTTGATGTGGGGC 
GAGGTGTTTTATGGCCCTGCTCAGGTGCTGAAAGTGTTGTCTGGACAGCAGGTTCCCGGC 
GCGAGTTATTCCGTTGGCGTGTTGCGTTTGCCGCGCGCGGTGATGGGTTTGACTGCGGGT 
TTGGCGTTTGGCGCGGCGGGCGTGATTTTTCAGACGGTGTTGCGTAATCAGTTGGCGTCG 
CCGGATATTATCGGCATTTCTTCTGGCGCGTCGGCGGCGGGCGTAATTTGCATTGTGTTT 
TTCGGGATGTCGCAGTCTGCAGTGTCGGCGATTTCTTTGTGTGCGTCCTTGGCTGTGGCG 
TTGTTGATTTATCTGGTGGCGTATCGCGGTGGTTTTTCGGCCACGCGTCTGATTCTTACC 
GGCATTGGTATTGCTGCGATGCTGAATTCATTAGTGTCGTATTCGCTGTCCAAGGCTGAT 
TCTTGGGATCTGCCGACCGCGACGCGCTGGCTTACCGGCTCGCTCAATGGTGCGACGTGG 
GATCGTGCGATGCCGCTGATTGTCACCACTGTGGTACTCATTCCGCTGCTGGTGGCTAAT 
GCGCGCAATGTGGATCTTATGCGTTTGGGCAATGATTCCGCGGTGGGTTTGGGCGTTGCT 
ACTAATCGCACGCGCGTCATTGCGATTATTGCCGCTGTTGCGCTCATCGCCGTTGCTACC 
GCTGCATGCGGCCCGATCGCATTCGTGGCGTTTGTGTCTGGCCCCATTGCCGCGCGCATT 
TTAGGCTCCGGCGGATCGCTCATCATCCCCTCCGCACTCATCGGCGGGTTGATCGTGCTC 
ATCGCCGACCTAATTGGCCAATACTTCCTCGGCACCCGCTACCCCGTCGGAGTTGTCACC 
GGCGCATTCGGCGCCCCATTCCTTATCTATT TACT CAT TCGTTCCAACCGCGCGGGAGTA 
ACCCTG 

>RXN00523-downstream 

T G AC CAC C AACCAT CAAC TATCC 

>RXN00525-upstream 

CCATCGTGTTTATTACTCACAACCCTGAGCTTGCTGATGAATCTGATCGGGTGGTCACCA 
TGGTTGACGGGCGCATCATTGGGTCTGAGGTGAAACACTC 

>RXN00525 

ATGAGCCTTGCAGAATCAATTCTTTTGGCGCTCACCAGCCTGAGAAGCAACAAGATGCGT 
GCATTGTTGACGCTGTTAGGAGTCATCATTGGTATCGCATCAGTCATCGGAATTTTGACC 
ATTGGTAAAGCCCTGCAGGATCAAACTTTGAATAGTTTGGAAAGCTTGGGCGCGAATGAT 
CTGTCGGCGCAGGTGGAGGAACGCCCCGACGAAGATTCCCCCGAACCCGATATGTTCGCT 
TTTTCTGGGGCTGCAAACTCTAGTGGCAATCTGATTCCGGAAGAAACAGTTGATACGCTG 
CGCGATCGTTTCGCAGGCAGCATCACGGGAATCAGCGTTGGCGGAATGGGTACGCAAGGC 
ACTCTCATCGGCGACACCGCAGATCTTAAATCCGATCTCCTCGGCGTCAACGAGGATTAT 
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ATGTGGATGAATGGCGTCGAAATGAACTACGGCCGCGCCATCACGCAAGACGATGTTGCC 
GCTCAGCGCCCCGTTGCGGTCATCGCCCCAGACACCTTTAATACGCTTTTCGACGCAAAC 
CCCAACCTCGCTCTGGGGTCCGAAGTAGCTTTTGAACTCAACGGTCAAGAGACATTTTTG 
CGGGTTATCGGTGTGTATAAAGAAGCCGCAGCAGGTGGACTTGTGGGAAGCAATCCAACC 
GTCCACACCTACACCCCATATACGGTGGCCAATGACATCACCCACACGGAAGATGGATTG 
AACACGTTAAGTATCCGTGCAGCTCAGGGCGTAGACCAGGATTCACTTAAGGGTTCACTG 
CAAACCTACTTCGACGCGCTGTACGCCAACAATGACTCGCACCACGTTGCCATGTTGGAC 
TTCCGTAAACAGATCGAAGAGTTCAACACCATTCTCGGCGCAATGAGTTTGGGTATCTCA 
GCCATCGGCGGAATTTCCTTGCTTGTCGGTGGCATCGGAGTGATGAACATTATGTTGGTG 
TCTGTCACCGAGCGAACCCGCGAAATCGGTGTCCGAAAAGCCCTCGGCGCTCGTCGACGT 
GACATTCGCCTGCAATTCGTCGTTGAAGCCATGATCATTTGTTTCATCGGTGGCATCCTC 
GGCGTGCTTTTGGGCGGCATTTTGGGATTGATCATGTCCAGCGCTATTGGCTACATTTCC 
TTGCCACCACTGAGTGGAATCGTGATCGCCTTGGTATTTTCCATGGCTATCGGCCTGTTT 
TTCGGCTACTACCCCGCCAACAAGGCAGCAAAGCTCGATCCAATTGACGCCTTGCGTTAT 
GAG 

>RXN00525-downstream 

T AAAAGCC T CG T T T T T AAGG T AG 

>RXN00702-upstream 

TGGCGACGATGCCAGGATTCTTGACGCCCCGCTTGCCGAAGAACAAAGTGAGGGTCAAGC 
G T C G AAAAGC AAT AAAT AG C C C AG AAAG G G C C G AAG T T T A 

>RXN00702 

ATGAGTGCTCCTTTTAGCGCGCGCACTGCGTGGTCGACGGACCCCGTGCTGGAACTGGAA 
AGCGTCGCTGCCTCGTATTATGACGATGAGCGCACGCTGGCGGCGCCGCAGATCAGCGAC 
GTGAATCTGACGCTTTTTGAAGGCGAAATCCTGCTGGTTGTGGGGCGCACCGGCTCCGGC 
AAATCGACGCTGCTGAACGCGATGTCCGGCGCGATGCCGCATGCGACCGGCGGCCGACTT 
GATGGGCGCGTGCGCGTGGTCGGCCGGGATACGCGTGATTTCCCACCACGCATGCTTTCC 
GACGTGGTCGGCGTCGTTGGGCAAGATCCGGCGGCAAGTTTTATCACCAACACGGTTGAA 
GAAGAACTTGCCTACAGCATGGAGCAATTAGGGCTCCCACCTGCGGTCATGCGCAAGCGC 
GTAGAGGAAACCCTTGATCTTTTAGGCATCGCGGAGCTGCGATACGTGCCATTGGCGGAA 
CTATCTGGTGGTGAGCAGCAGCGCGTGGCGATTGGCGCGGTGCTGACCACTCGCCCCGCG 
CTGATTATCTTGGAT GAACCAACCAGCGCTTTGGACCCTAATGGTGCCGAGGATGTGCTG 
GCAACCGTAACCAAGCTGGCTCATGACTTGGCGAT GACCGTAGTGCTTGCTGAACACCGC 
ATCGAGCGCGTACTGCAGTACGTGGACCGCGTGGCGCATGTGGGCGCTGATGGGCACGTC 
ACTGTTGGGACGCCGGAAGAAATCATGGCTGATTCTGATGTGGCACCACCCATTGTGGAA 
TTAGGACGCTGGGCTGGCTGGGCTCCCCTACCGCTATCGATCCGCGATGCACGCGCACAC 
TCCGCTGACATGCGCAAACGCCTGTATCAGCGTGGTTTAGTGGTGAACAAATTACACAAC 
CACGCTGTCCAGCCACTTTTGATCGCCGAAGATATCATGGTTGATTTCCCCGAAATCCGT 
GCCGTTGACGGCGTGAACTTGAATCTCAACTCCGGTGAAATTACCGTGCTCATGGGCCGA 
AACGGCTGCGGAAAATCATCCCTGCTGTGGGCTTTACAAGGTTCAGGGACTAGAAATCAG 
GGCTCGGTGCAGGTGCTTGATGAGGCCGCGGGATTTTCGTGGACAGACCCCAAAACTTTA 
AAGCCCGCCAAGCGGCGCAATCTTGTGTCCATGGTTCCGCAAACACCGACCGATATTTTG 
TATGAATCAACCGTGCATGCAGAGCTCGCACGCTCTGATAAAGATGCCGCAGCACCCGCC 
GGCACCACGCGGGAAATCCTGGATTCACTGGTCCCGAATATCCCGGACCATCTCCACCCA 
CGTGATCTATCAGAAGGCCAAAAGCTCTCCCTCGCGCTGTCCATCCAACTCGCCGCAAAA 
CCCCGCGTGGTATTTTTCGACGAACCCACCCGCGGCCTAGACTACGACGGCAAGAAATCC 
CTCGCCCGCTCCTTCCAACAACTCGCAGACGACGGCCACGCCATTTTGGTGGTCACCCAC 
GACGTGGAATTCTCTGCACTGTGCGCCGACCGAGTGTTGTTTATGGCCTCTGGAAAGATC 
ATCTCCGATGGCACAGCCGTAGAAATCCTCCCCGCATCACCGGCTTACGCCCCACAAGTC 
GCAAAAATCACCGCCGGCATCCAAGAGGAATCACACTGGCTCACAGTCTCGGCCGTGAAA 
GCTGCGCTAGGGCATGGTGAAATCTCA 

>RXN007 02-downstream 
TG AT C AACGC C AT CACACT CAAG 

>RXN00726 

AACGCGGGTCGCTTGTATGTCGATGGCGATCTCATTGGCTACCGAGAGCGCGATGGCGTG 
CTGTACGAAATCTCTGAGAAGGACGCCGCCAAGCAGCGCTCCGATATCGGCATGGTGTTC 
CAGAACTTCAACCTCTTCCCCCACCGCACGGTGATCGAGAACATCATCGAAGCTCCCATC 
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CACGTGAAGAAGCAGCCCGAAAGCAAGGCCCGCGCACGTGCCATGGAGCTGCTTGAGCAG 
GTCGGCCTCGCCCACAAGGCGGACGCCTACCCCGTCCAACTGTCGGGTGGTCAGCAGCAG 
CGCGTTGCAATTGCCCGCGCCGTCGCCATGGAGCCAAAGCTCATGCTTTTCGACGAACCC 
ACCAGCGCTTTGGACCCTGAACTCGTCGGTGAAGTCCTGCGAGTGATGAAACAGCTCGCC 
GACGACGGCATGACCATGCTTGTTGTCACCCACGAAATGGGCTTCGCCCACGAAGTCGCC 
GACCAGGTCGTGTTCATGGCCGATGGAGTTGTCGTTGAAGCCGGAACCCCCGAACAAGTT 
CTGGACAATCCAAAGGAACAGCGCACCAAAGACTTCCTGTCTTCTCTGCTC 

>RXN007 2 6-downstream 
TAACCTTTTCGGGTCTTAAAAAA 

>RXN00732 

AATCACCTCCTCCTACTCCCCACGGTAAAGGCAGACATCATTGACAATGGTGTGGTCACA 
GGTGACATCGGCTATATTTGGCACACCGGTGGAAT CATGCTGGCCCTGACATTAGTCCAG 
GTTGCCTGCGCTATCGCCGGTGTTTATTTCGGTTCCAAACTATCCATGAGAGTGGGCCGC 
GATCTGCGTTCGGCGATCTTTGGCAAGGTAGTGAACTTCTCTGAGCGTGAGATGGGTCAG 
TTTGGCGCACCGTCGCTGATCACCCGAAACACCAACGATGTGCAGCAGGTTCAGATGCTG 
GTGCAGATGACCTCCACTTTGATGATTTCCGCCCCGATGCTGGCCATTGGTGGCATCATC 
ATGGCGGTGCGTCAGGATCTTGGTTTGTCTTGGCTGATGGTGGTCAGTATTCCGGTGCTC 
ATCATCGTGGTGGCGCTGATCATTGTGCGCATGGTTCCGTTGTTCCAAACCATGCAAAAG 
CGCATTGACCGCATCAATCAGATTATACGCGAGCAGCTCACCGGTATCCGCGTGATCCGC 
GCGTTCGTGCGTGAAGATGTGGAACGCGAACGATTCACCACTGCTAGTAAAGATGTCGCT 
GATATCGGCGTGCGCACCGGTAACCTGATGGCGTTGATGTTCCCTGCCGTGATGCTGATC 
ATGAACCTTTCTGCCGTTGCTGTGATTTGGTTTGGTGCTTTCCAGGTGGAATCCGGCGAG 
ACGCAGATCGGTACGCTCTTTGCATTCTTGCAGTACATCATGCAGATCCTCATGGGCGTC 
ATGATGGCAGCGTTCATGTTTGTCATGGTTCCGCGCGCTGCCGTTTCCGCTGATCGCATC 
GGTGAGGTTCTGGAAACCACACCGTCTGTGCAGGCGCCAGAAACACCGGCGCAGCCGTCG 
ACAAGCGCTGGCGAAATCGTGTTCAACAACGCGACTTTTGCCTACCCCGGCGCGGATGAC 
CCCGTGTTAAATAATGTGAGCTTCCGCGTTGCGCCTGGTAGCACGACGGCGATCATCGGC 
TCGACGGGTTCGGGTAAGACGACGTTGATCGGGCTGGTTCCTAGGCTTTTCGACGTCACC 
GAAGGCGACGTTACCGTCGATGGCACCGATGTTCGTGAATTTGAGCCGCTGAAGCTGTGG 
GATCGGATCGGTCTTGTTCCGCAGAAGTCGTTCCTGTTTTCTGGAACGATCGCCAGCAAC 
CTGCGTTATGGCAATGAAGATGCCACGGAAACGCAGCTGTGGCAGGCGCTTGCAATTGCT 
CAGGCGGCGGACTTTGTGCGTGAGATGCCAGAGGGTCTTGATTCTGAGATTGCTCAGGGT 
GGAACCAATGTTTCTGGTGGTGAGCGCCAGCGACTAGCCATTGCCAGGGCGTTGTTGAAG 
CAACCTGAGATCTATATTTTCGACGATTCTTTCTCCGCCCTCGATGTGAGCACAGACGCC 
GCTCTTCGCCGAGCGCTGAGCACCAACCTGCCGGATGCAACCAAGTTGATTGTCGCCCAG 
CGTGTCAGCACGATTCGAGATGCCGATCAGATTGTGGTGCTTGATAACGGCGAGGTTGTC 
GGTATTGGAACGCACACGAATTTGCTGAACACGTGCGGTACCTACCGTGAAATTGTTGAA 
TCCCAAGAGACTGCGCAGGCGCAATCA 

>RXN0 07 32 -downstream 

TGAGTAATACTGCAGGCCCCCGC 

>RXN0 07 5 9-upstream 

TCACCTTGAACACTTAAAACATAACTTCATCCGGCGCTTTATTAGCTTGAAGCGCCCCGC 
AC C AT AAT C CAT T CC CC AG C AAG C AAGG AC AC C CAC GC T C 

>RXN00759 

ATGCTTCGTTACGTCGGGCGACGTTTGCTCCAAATGATTCCGGTCTTTTTCGGAGCGACC 
TTACTGATTTACGCCCTCGTGTTCCTCATGCCTGGTGACCCAGTCCAGGCATTGGGAGGT 
GACCGCGGCCTAACCGAGGCTGCGGCCGAGAAAATCCGTCAAGAATACAATCTTGATAAA 
CCCTTCATCGTTCAATACCTCCTGTACATCAAGGGCATCTTCGTCTTAGATTTTGGAACA 
ACCTTCTCTGGTCAGCCAGTTATTGATGTGATGGCCAGGGCCTTCCCCGTCACCATCAAA 
CTCGCCATCATGGCCCTGCTGTTTGAATCAATCCTCGGCATTATCTTTGGTGTCATCGCA 
GGTATTCGCCGCGGAGGAATCTTCGACTCCACCGTGCTGGTCCTTTCTCTGATAGTCATC 
GCAGTCCCCACCTTCGTCATTGGTTTCGTGCTGCAGTTCTTAGTCGGCGTGAAATGGGGC 
TTACTGCCCGTCACCGTAGGTTCCAACACATCAATAACGGCGCTGATCATGCCGGCTGTC 
GTACTGGGTGCAGTATCGTTCGCCTACGTTCTTCGCCTCACCAGACAATCCGTGAGCGAA 
AACCTCCGCGCTGATTACGTTCGAACCGCTCGAGCAAAAGGCATGTCCGGATTCAACGTG 
ATGAACCGCCATGTGCTTCGAAACTCACTGATTCCCGTTGCCACCTTCCTGGGCGCCGAT 
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CTCGGTGCACTGATGGGTGGAGCGATTGTCACCGAAGGTATCTTCGGCATCAACGGTGTC 
GGTGGAACGCTCTACCAGGCCATTTTGAAAGGTGAACCCACCACGGTTGTCTCCATTGTC 
ACTGTGCTGGTCATCGTCTACATCATCGCCAACCTTCTCGTGGACTTGATCTACGCCGTT 
CTCGATCCGAGGATCCGCTATGCC 

>RXN0075 9-downstream 
TAATAATGAATTCCACACAAACC 

>RXN008 08-upstream 

CGCGATGTCGCACCGGCACGTTAGAGTATTGAGCATGAGTCGATTGCTTAGAGCATTGAA 
ATGGCTGTGGGGCACATGGTGGCCGGTGTATGCTGCGACG 

>RXN008 0 8 

GTGCTCGGCACGAATGTGTTTGGTGCGCTCGCAGTAATGCTGTTTGTGCGCTTCCTCATT 
CCGCAGCCAGATGCTTCAAATTTCAACGCTGAGATCTCGTATCTGCCAGCTGTTGGTTTC 
GCATACCTGGCGTTCGCCATTGTCGCGGGCATGCTGGTGACATTTTTGATGTTCCGCCCG 
GTGCTTGATTGGCAGCGAAGCCCTGAAGATCATGACCGAAATATGGTGCGCAACTTGGTT 
ATGCGCATCCCCATCTACCAGGCAATTCTGTGCGCAGTGGTGTGGTTAATCGGCATTGCA 
ATTGCAACGTTGATTTCGGCCAGTGTGTCTACCAGTTTGGCGCTGGTCGTGGCGTTTTCC 
ACGTTGATGGCTGCCGCAATCGTCGTGCTGCTCACCTACCTTGAGGCTGAGCGTTTGGTG 
CGTCCGGTTGCTGCGTCTGCCCTGGCGCGTCGATTTGAGGATTCCACGCTGGAACCACCT 
GTGAGCCAGCGCTTGCGTATGACGTGGTTGCTGACGTTGGGCATTCCAGTGATGGGAATT 
CTGCTGCTTATTTGGGGCTACTCGCAGGGCATTTTCGGCTCTGATGCCTCCGGAATTATG 
CCTGCCATCGCAGCGCTCGCGTTTGCATCGTTGGTCACGGGTTACCTGGGCAACCGGCTT 
GTGGTGTCCTCTGTGGTGGATCCGATTCGGGAACTTCAGGAGGCCATCAACAGGGTTCGT 
CGTGGTGAAAACGATGTGCAGGTTGATATTTATGATGGCTCTGAGATCGGTGTGCTTCAG 
GCTGGCTTCAATGAGATGATGCGTGGCCTGCGTGAACGTCAGCGCGTCCGTGACCTTTTC 
GGTCGCTACGTGGGCGCTGAAGTGGCCAAGCGTGCGCTGGAGGAACGCCCCACTCTGGGT 
GGCGAGGACCGTAAGGTTGCCGTGTTGTTTGTCGATGTCATCGGCTCCACTACCTTTGCC 
GTCAACCACACTCCTGAAGAGGTTGTGGAGGCGCTCAATGAGTTCTTCGAGCACGTCGTG 
GAGGTTGTGCACCGCAACAAGGGTGTTATCAACAAGTTCCAGGGTGACGCGGCGTTGGCG 
ATTTTCGGCGCTCCCCTGCCCCTGTCTGATGCCACCGGTCATGCGCTTGCGGCTGCCCGT 
GAGCTCCGCGCAGAGCTGAAAGATCTCCAGCTCAAGGCCGGAATTGGTGTGGCTGCTGGC 
CATGTCGTTGCTGGTCATATCGGCGGTCACGCGAGGTTTGAGTACACTGTGATCGGCGAC 
GCGGTGAACCAGGCTGCGCGCCTGACGGAGATCGCGAAAACGACCCCAGGCCGCACCGTC 
ACCAACGCTTCCACGCTGCGTGAGGCCAACGAGGCGGAGCAGGCTCGCTGGACGCTCATG 
AAGTCCGTGGAGCTGCGCGGACGTAGCCAGATGACGCAGATTGCGCGGCCTATTCGGCCG 
ACGTTGGCGGATAGGTCC 

>RXN008 08 -downstream 

T AAT AC GC T T T T C G ACGC AAAAA 

>RXN008 28-upstream 

CGGTGATCACCGGGCCGAATGGCGCTGGAAAATCCACACTTGCGCTGACCATGGGTGGAT 
TGCTTCCGCGAAAAGTGGGCAGCTGGAACTCTCTGACACG 

>RXN00828 

GTGCGCGGCGGCCTTAACACGCCCCCGCACAAGTGGCGTTCAGCTGATCTAGCTGCACGT 
ATTGGCACTGTCTTTCAGGATCCAGAGCACCAATTTGTGGCGCGCACTGTGCGTGATGAG 
CTAGAAATTGGGCCGAAAATCATGAAAGTCGATGCAAGCGAGCGCATCGAGGAGCTGCTT 
GATCGTTTGCGCCTCCGCCACTTGGAAAACGCCAATCCGTTTACCTTGAGTGGTGGAGAA 
AAGCGCCGCCTATCTGTGGCGACAGCCTTGGTGGCAGCACCGAAACTTCTCATTTTGGAT 
GAGCCTACGTTTGGCCAAGATCCCGAGACCTTCACAGAGCTGGTGACGATGTTGCGTGAA 
TTAACAGACAACGG7VATCAGCATTGTGTCGGTAACCCATGATCCTGATTTCATCGCAGCG 
CTGGGCGATCACCACATTGAGGTGAGCGCGAAG 

>RXN0 082 8 -downstream 

T GAAC C T GC T GAT CAAAAT TAAT 

>RXN0 0 832-upstream 

GAGATTGTGCTAGGTTCTGATGAGGCTTCGGGACGACCCGAAGAAATCTATGACAGCCTG 
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GGAACGGCCCAGAGTTCTTAAGAAAGTTTGACTAGAGAAC 
>RXN00832 

ATGCCGTTTTCTTGGCTAAAACCAATTGATTATGCCCGCATCTTTGTCGGCTGGGCATCG 
ATTTTTATCATCCCCCTCATCACACTGCCATCAATTATTGAGTTGGCGCTGATCGTGGCA 
GTCATCCTATTCTGCGCATTTGGCGTGGTGAAGATGGCGGAGCGTTTGGCTCATATTTTG 
GGTGATCCTTTTGGATCGTTGATCCTTACCTTGTCGATCGTGATCATTGAAGTGATTTTG 
ATCTGTGCGGTGATGCTGGGGCCTGCTGATTCAACCACTGCTGGTCGGGATTCCGTGATG 
GCAGTGTCCATGATCATCATGGGTTTGGTCGTGGGATTGTGCCTACTCATTGGTGGTTTA 
AGGCATGGAAGCATGCCACACAATGGGGTGGGAACTCCGACCTACTTGGTGCTGATCGCA 
ACTTTTTCCGTAATCGCCTTTGCGGTTCCAGCTTTCAGGGGAGAATACTCCACTGGGCAG 
GCACTTGTTATTTCAACACTGACAGCAGTGGTGTACGGGTTCTTCCTGTTTCGCCAAATG 
GGTGCCCAAGCTGGTGAATTTCAAGAGGTCGAGGTCGCAGAAAAGGCAGACGACGCAGCA 
AAATGGGAGGTCCCATTTAGAGGCTTAATCTTGATTAT CACTGTGCTCCCCATCGTGTTG 
CTGTCCCATGACATGGCCACGGTGATGGATGAAGTCCTGGCAAGCCTTGGTGCACCCGTA 
GCAATGGCTGGATTAATTATTGCCACCATTGTCTTCTTGCCAGAGACCATCACCTCCTTG 
AAAGCTGCGTGGACAGGAGAGATTCAGCGAGTAAGCAACCTCGCGCATGGAGCCCAAGTA 
TCAACGGTGGGGCTGACAATCCCAGCTGTTCTAGTGATCGGCGTGATCACAGGTCAAGAT 
GTAGTTTTGGGGGAGACCCCGATCAACTTGTTGCTGCTGGGAACCACCATTGCGGTGACA 
GCCATTGCGTTTAGCTCCAAGAAAGTCAGTGCTGTGCATGGCTCGGTGCTGCTCATGCTT 
TTCGGTGTTTACATGATGAGCATGTTCGCC 

>RXN0 08 32 -downstream 
TGATTTAGGTAGCCTGGTGGGAA 

>RXN00 934-upstream 

CCAACCCCTGTGGTTTGGTGATTTGGATCCGGAGCGTCTCAAGCGCTCTAGGGAGCAGAC 
AAAT G T T C AC AAAC C GG T G G CAT T AC AG GAG G AC AA T TAG 

>RXN00934 

GTGCGAATTGGAATGGTCTGCCCGTACTCCTTCGATGAGCCGGGCGGTGTTCAAGCGCAT 
ATCCTTGACTTAGCGCGAACCTTCATTGCCCAAGGCCATGAGGTTCAGGTGCTTGGTCCG 
TGTAGTGCGGATACGCAGGTGCCCGATTTCGTGGTGCGCGGTGGTGGCAGCATCCCGATT 
CCGTACAATGGCTCGGTTGCCCGCTTGAGCTTTGGGCCGAAAATGTTCAAGGCCGTGCGC 
ACGTTCCTCCGCGAAGGCAACTTCGATGTGCTGCATATCCATGAACCGAATTCACCAAGT 
TTTTCCATGGCGGCGCTACGCTTTGCGGAAGGCCCCATCGTTGCTACTTACCACGCCTCC 
AGTAGCGGATCGAAGCTGCTCAAGGCTTTCTTACCAGTGCTTTCGCCCATGCTGGAGAAA 
GTGCGCGCAGGCATCGCCGTGTCTGAAATGGCTCGGCGCTGGCAGGTGGAGCAAGTCGGC 
GGCGATCCCGTGCTGATCCCCAACGGGGTAGAGACCTCCATGTTCAAAGCCGCGCGCCAA 
ATCGAACCGAATGATCCTGTAGAGATCGTCTTTTTGGGTCGCCTCGATGAGTCCCGCAAA 
GGCCTCGACATCCTCCTGCGCGCTCTGACCAGGCTGGATCGCCCGTTTACCTGCACCGTC 
ATTGGCGGCGGCACCCCGCGAGAAGTCGCCGGCATCAACTTTGTGGGCCGCGTCAGCGAT 
GAGGAAAAGGCAGCAATCTTAGGTCGCGCAGACATCTATGTCGCACCCAACACCGGCGGC 
GAAAGCTTCGGCATCGTGCTAGTTGAAGCGATGGCCGCGGGATGCGCTGTCGTCGCCAGC 
GACCTAGAAGCGTTCTCCCTGGTCACCGATTCTGAAGCCGCACAGCCAGCGGGCGTGCTA 
TTTAAAACCGGCTCAGACGCCGACCTAGCCAAAAAACTTCAAGCGCTTATCGACGACCCC 
TCCTCCCGTTCCACGCTTATCGCCGCGGGGCTAAAGCGCGCAAACGCCTACGACTGGTCG 
ACAGTATCCACCCAGGTCATGGCAGTCTATGAAACCATTGCGATCGACAAAGTGAGGCTT 
GGA 

>RXN0 0 93 4 -downstream 
TGACCCTTGTTTACCTCCTCATC 



>RXN0 0 939-upstream 

GAATTCCACCCTGGACAAAGATCATCCCACCGTGTCGAAGACGCCCAGG 
>RXN00939 

ATGACAAGGCAAAAAACCCAGCCGTTCCTGGAGAAATTCTCGAAGTACTACACCCCCGGC 
GTCATGATCGCCGCCCTGGCCGTCGGCCTGATCACCCTGAACGTTGAACTGGCCCTGACC 
CTGCTGGTCATCGCCTGCCCGGGTGCCCTGGTCATCTCGATCCCGGTCTCGATCGTCGCC 
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GGTATCGGCCGCTCCGCCAAGGACGGCGTCCTGATCAAGGGCGGGGAATACCTGGAGACC 
TCCGCGAAGGTCGACACCGTAGTCGTCGACAAGACCGGCACCCTGACCAACGGCCGCCCC 
GAGCTGACCAACGTCGACGTCCTTGACCCCGCCTACTCGGACGATGAGGTGCTCACCCTG 
GCCGCCCGCGCGGAAACCGCCTCCGAGCACCCCCTGGCCGAGGCCATCATCCGCGGCGCG 
GAGAACAGGGGCTTGACCGTGGCGATGGTAGAAAAGGCCGAACCGGTCGCCGGCCGCGGC 
ATCCGCGCTGACGTGGACGGTGCCACCGTGGCCGTGGGCTCAGCCGACCTGCTCGATCAC 
ACCCCGGATAACACCCGCATTCTCGAGCTCAACGAACAGGGCAGGACCGCCATGTACGTC 
GGCATCAACGGCAAGGCCGTGGGCATCGTCGCTGTGGCCGACACCATCCGAGATGATGCC 
CCGGCCGCGATCAGGTCCCTGCACAATAAGGGAATCCGCGTGGTCATGGCCACCGGTGAT 
GCCGAACGCGTCGCCCGCAACGTCGCCGCCGAGCTCGGTGTCGATGAGGTGAGGGCAGAA 
CTGATGCCTGAGGACAAGCTCGAGATCGTCAAGGAGCTGCAGGCGCAGGGCCGGGTCGTG 
GCCATGGTTGGCGACGGTGTCAATGACACCCCGGCACTGGCCACCGCGGACATCGGTGTG 
GCGATGGGTGCGGCCGGTTCGCCTGCCGCCATCGAGACCGCCGATATCGCCCTGATGGCC 
GACAAGGTGCCGCGGCTGCCCTACGCCCTGGGTCTGGCCCAGCGCACGGTGCGCACCATG 
CGGGTCAACATCGGCATCGCCCTGCTCACTGTCACGATCCTGCTGGCCGGTGTCCTGCTC 
GGTGGAGTGACCATGTCGATTGGCATGCTCGTCCACGAGGCCTCCGTCCTGCTGGTCATC 
GCGATTGCGATGCTCCTGCTGCGCCCCACCCTGAAGGAAGACAAGGACAAGGCAGACGTC 
AGTACTGCTGACGCCGCGAAGGAGACGCTGAGCGCC 

>RXN0 0939-downstream 
TAACGACACAATCGCCACAGCCA 

>RXN00960 

ATGGCTCGGCATTGTTGCAGCAATCGCTACGCGTCCACCGTCTTCTCCGGTCTGATCGCC 
TACGGAGCATCCCAAGCGCTCTACCCATGGCTGCTGAAAGACCACCAAAGCGTCACCGAA 
ATCGACCTTGATGCAGGTGCCCTCCAGCCCTACTTCAACATCGAGATGCCACCACCATTT 
GAAGTGATGACCGCACTGCTGCTGGCATTCTGCCTCGGCCTGGGCATGGCTGTAATTAAA 
TCAGACACCCTGTTCAAGGTAACCCGCGAACTCGAGCGCGTAGTCATGAAGACCATCACC 
GCCTTTGTCATCCCACTGCTGCCACTCTTCATCTTCGGCATCTTCCTCGGCATGGGCATG 
AACGGTGGCCTCCTGGAGATCATGTCCGCCTTTGGCAAGGTACTGATTCTCGCCGTCGTG 
GGAACCCTGCTCTTCCTAGCCATCCAGTTCATTATCGCTGGTGCAGTATCCAAGAAGAAC 
CCATGGAAACTGTTCAAAAACATGCTCCCTGCATACTTCACTGCACTGGGCACTTCCTCT 
TCAGCGGCAACCATCCCAGTGACCTACCAGCAGACCCTGAAAAACGATGTTGATGTCAAC 
GTCGCAGGCTTTGTTGTCCCACTGTGCGCCACCATCCACCTAGCTGGATCGATGATGAAG 
ATCGGCCTCTTCACCTTCGCTGTTGTCTTCATGTACGACATGGAAGTAGGCGTCGGCCTC 
TCCATCGGATTCCTCCTCATGCTGGGCATCACCATGATCGCCGCACCAGGCGTTCCCGGC 
GGAGCCATCATGGCAGCAACCGGCATGCTGGCCTCCATGCTCGGATTCAACACCGAACAA 
GTCGCCCTCATGATCGCCGCTTACATCGCGATTGACTCCTTCGGCACCGCAGCAAACGTC 
ACCGGCGACGGCGCAATCGCAGTCATCGTGAACAAATTCGCCAAGGGCCAGCTGCACACC 
ACTTCCCCAGATGAAATCGAAGAAGACGACCGCGTTGCCTTCGACATCACTCCATCGGAT 
GTGGAACATCACAAG 

>RXN 0 0 9 6 0 - cio wn s t r e am 
TAGAAAC C C GC AT TTTCTGTAGT 

>RXN00 98 0-upstream 

AGAGAGAAAGGGAGAAATCATGAAAACGTGGAAGACCTGGGGGGTCGTCGGAGCTTCAGG 
CCTCTTGATTATTTTGTCGTGGTTGAGTTCATCGAGCCCG 

>RXN00980 

ATGCTGGCAGATGCATTCATGATCGCGGCTGCAATTGTTGCAGGTTGGCCGATCGCGCAG 
TCTGCATATC7VAGCACTTCGCATTCGAATGGTGTCGATTGACTTACTGGTCGTTGTGGCT 
GCCGTTGGTGCCATGTTCATCAACAACTATTGGGAGTCTGCGGCGGTGACGTTCCTCTTT 
GCCCTTGGCAAGGCACTGGAACGCGCGACAATGAACCGCACACGAAAAGCACTATCGGAT 
CTGGTGGATGCAGCTCCAGAAACTGCAACAAGGCTCAACGCGGATGACTCAACAGAGGTA 
GTTGAGCTGTGGGAGCTTGAGCCCGGTGACATCGTCTTGGTACGCAATGGCGAACAAATT 
CCCGTCGATGGAAACGTGATTGCGGGTGTCGGTGGAATTGATGAATCCAACATCACGGGT 
GAATCAATGCCGGCTGAAAAGGGTCAAGGCTCTGATGTGTATGCAGGAACCTGGCTGCGA 
TCTGGTGTTTTGAGAGTCGAGGCAACAGGAATTGGTTCAGACTCAACTTTGGCAAAAATC 
ATTCACCGCGTTGAAGACGCCCAGGATGACAAAGCCCGCACACAAACATTCTTAGAGAAA 
TTCTCTAAGTGGTACACCCCGGGCGTCATGATCGCCGCCGCAGTGGTGGGACTTATCACC 
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TGGGACGTAGAACTAGCACTGACGCTCTTAGTGATCGGCTGCCCCGGCGCGTTGGTTATC 
TCCATCCCGGTGTCCATCGTCGCAGGCATCGGCCGTGCTGCACGCGATGGCGTGCTGATC 
AAGGGTGGAGAATACCTAGAAACCGCCGCGAAAGTCGACGTCGTTGTCGTGGACAAAACT 
G G AAC G C T G AC C AC CGGCCGCC C AG AAC T C AC AG AC G T AG AAG T CAT C GAGCCCGCC T AC 
AGCCAGGGCGAGGTGCTGGAGCTCGCCGCGCGCGCCGAGACGGCTTCAGAACATCCGCTT 
GCCGACGCCATCATCCGTGGTGCCCAGGATCGGGGGCTGTCCACAACATTGGTGGAAGCA 
GCTGAAAACATCACCGGCCGAGGCATTATCGCAAATGTTGATGGACAGGCAGTTGCTGTT 
GGATCTGCTGAGTTACTTGATCATGAACCAGACTCGACCAGGATCCTGGAGCTAAATGCC 
GAAGGAAAGACCGCGATGTTTGTCGGAGTGAACGGACACGCCATTGGAATCGTGGCCGTC 
GCCGACGCCGTTCGTTCAGATTCTGCCTCAGCAATCGAATCGCTGCATAAGGCGGGCATT 
CAAGTTGTCATGGCGACTGGCGACGCTCACCGCGTTGCACAAAACGTGGCCTCCAAGCTG 
GGAGTGGATGAAGTCTACTCAGAGCTACTCCCTGAACAGAAATTAGAACTGGTGCGTGAT 
CTGCAAGCTGCCGGCAAAACGGTCGCGATGGTGGGTGACGGAGTCAACGACACCCCAGCA 
TTGGCAGCTGCTGATATCGGAG TAGCGATGGGCGTGGCAGGTTCCCCTGCAGCCATTGAA 
ACCGCTGATATCGCACTCATGGCGGATCGTCTCCCACGGCTGGCACATGCAGTGACCTTG 
GCAAAACGCACCGTAAGAACCATGCGCATCAATATTCTGATTGCGTTGGCTACCGTGATG 
GTGTTACTAGCTGGCGTCCTATTTGGCGGAGTTACCATGTCGGTTGGCATGCTCGTTCAC 
GAAGCAAGCGTGCTGCTTGTTATCAGCATCGCCATGCTGTTGCTGCGTCCAACACTTAAA 
GAAGATGCTGCGCAAGCAAGTGATATTAAACGCTCGGAAATACAACAGATCGCA 

>RXN0 0 98 0-downstream 
TAACCAATGGCTGGGTACTGATG 

>RXN0100 0-upstream 

CTTTCTATGCCTACGCGGATGTTTCCGTGATCATTCTGGAAATCCTCATCGTGGTGATTG 
TCATTGAAGTAATCTCCAACGCACTTCGAAAGAGGCTGGT 

>RXN01000 

ATGAGCACCTTAACCTCTCACCGCACAGTACCGGCCCCCAGCTCTCCCCCGGCGCGCCCC 
AACAAACTGGCGCGCAATATCGTTGCAATTGTCGCTGCGCTGATTGTCCTTATAGCTACC 
GGCACGCTCAAGATCGAGTGGAATGAGCTTCCGCAGATGCCCGCGCAGGTGTGGCATTAC 
TTAGAGCTGATGTTTAGCGATCCCGATTGGTCGAAGTTTGGCCGCGCCGTCCAGGAAATG 
TGGCGTTCCATCGCCATGGCGTGGTTGGGTGCCATTTTATGCGTGGTGGTCTCTGTCCCT 
CTGGGAATGTTGGCTGCCCGCGGGGTGGGACCTTATTGGCTGCGTACCGTTTTACGGTTC 
GTGTTCGCGGTGATTCGTGCGTTCCCCGAAGTGGTTATCGCAATTATTTTGCTAACTGTC 
ACCGGCCTAACTCCTTTTACTGGTGCGCTCGCATTGGGTATCTCCGGTATTGGACAACAG 
GCAAAGTGGACCTATGAAGCCATTGAGTCCACTCCCACCGGCCCGTCAGAGGCAGTGCGT 
GCAGCGGGTGGAACTACGCCGGAGGTTCTGCGGTGGGCGTTGTGGCCACAGGTTGCGCCA 
TCCATTGCATCTTTTGCCCTGTACCGCTTTGAGATCAACATCCGTACCTCTGCGGTATTG 
GGCATCGTTGGTGCAGGTGGTATCGGTAGTATGCTTGCCAATTACACCAACTACAGGCAG 
TGGGACACCGTGGGCATGCTGCTCATCGTCGTGGTTGTCGCAACGATGATCGTCGATCTC 
ATCTCCGGCACCATCCGCCGCCGCATCATGAAGGGGGCTAGTGACCGTGTCGTGGCACCA 
AG C AAC 

>RXN01000-ciownstream 
TGACGCTCCACCAAGCATCCGCA 

>RXN01002-upstream 

GAC T G C T GAT AC C G C AC AG GAT GAAAT C AC T C G T T AC G GC GAG AT C C T G AAG AAG T T C T C 
CAACTAATTTCCCTGTTTCCAATACTCAAGGTGTGCGCAT 

>RXN01002 

ATGAATTCTGATGCTTCGGCTACCACCAACTCCTGGGCTATCAACTTCGACCATGTGTCG 
GTGACGTATCCCAATGGGACGAAAGCCCTCGATGATGTTTCCCTCACCATCAATCCCGGT 
GAGATGGTTGCCATCGTGGGTCTGTCAGGATCGGGTAAATCCACGCTGATTCGCACGATC 
AACGGTCTTGTCCGCGCTACGGAAGGCACCGTGACGGTGGGGCCGCATCAGATCAACACC 
TTGAAGGGGAAAGCACTGCGTGATGCCCGTGGGCAGATCGGCATGATTTTCCAGGGGTTC 
AACCTGTCGGAACGCAGCAGTGTGTTCCAGAATGTTTTGGTGGGCCGCTTCGCGCACACA 
GCGTGGTGGCGTAACCTCCTCGGGTTTCCCACGGAGCACGACAAGCAGATTGCTTTTCAC 
GCGTTGGAGTCCGTGGGCATTTTGCACAAAGTGTGGACCCGAGCTGGTGCTTTGTCGGGT 
GGACAGAAACAGCGCGTTGCTATTGCGCGCGCCTTATCGCAAGATCCGTCTGTCATGCTG 
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GCAGATGAGCCTGTGGCAAGCCTTGATCCGCCAACCGCGCATTCCGTGATGCGCGATCTA 
GAAAACATCAACAACGTGGAAGGCCTCACCGTGTTGGTGAACTTGCACTTGATTGATTTG 
GCTCGTCAATACACCACAAGGCTTGTGGGTTTGCGTGCCGGCAAGCTGGTCTATGACGGT 
CCTATCTCTGAGGCCACCGATAAAGACTTTGAAGCTATCTATGGTCGCCCCATCCAGGCT 
AAAGACCTGCTAGGTGATCGCGCA 

>RXN01002-downstream 
TGACCACGCCTTCTTCTACACTT 

>RXN01141-upstream 

AAAGAACACTCGGTATGGCACCTGATTTAAGGATGCTGCAATCGTGACACATATCCTCTT 
CGACAGCAGGCGTTTTCTGCAACTGGGCGCTTTTGCGTCC 

>RXN01141 

TTGAGCACCGCATTGGCCGGAGCGGCCCGCTACGTGACGTCGACAAGCAATAATGAACCT 
GCGGATAACACTCCCCTGACCATTGGCTACGTGCCTATTGCGGGCTCGGCGCCGATTGCT 
ATCGCAGATGCGCTAGGGCTGTTTAAGAAACACGGCGTGAATGTCACGTTGAAGAAGTAC 
TCAGGCTGGTCCGACCTGTGGACCGCCTATGCAACAGAGCAGCTTGATGTTGCGCACATG 
CTGTCGCCGATGACTGTGGCGATTAATGCTGGAGTGACCAACGCGTCGCGCCCGACGGAG 
CTGTCGTTTACCCAGAACACCAATGGGCAAGCAATTACCTTGGCGTCAAAGCACTATGGT 
TCCGTCAATTCAGCGGCGGATCTTAAAGGCATGGTGCTGGGAATTCCTTTTGAATATTCA 
GTCCATGCGCTGCTCCTGCGCGATTATCTCGTCTCAAACGCAGTTGATCCCATCGCCGAT 
CTTGAGCTTCGCCTGCTCCGACCTGCCGATATGGTCGCACAATTGACAGTTGAGGGCATC 
GATGGATTCATTGGGCCTGGGCCGTTTAATGAACGCGCCATCAGCAATGGCTCCGGCCGG 
ATTTGGCTGCTGACCAAACAACTGTGGGACAAACATCCATGCTGCGCCGTGGCGATGGCC 
AAAGAGTGGAAAGCTGAACACCCCACGGCGGCTCAGGGTGTGCTTAATGCGCTGGAGGAA 
GCCTCCGCAATTTTGAGCAATCCGGCACAATTTGATTCCTCGGCACGCACGCTGTCGCAG 
GAAAAATACCTCAACCAGCCTGCCACGTTGCTGGATGGACCGTCG 

>RXN01141-downstream 
TAATCATCGGCATCACCGGCTTA 

>RXN01142-upstream 

C T C C C C AT C C AC C G G C AC AG T C AG C G C AG G C AAC G AAG AAAT T AAAG G AC C AG G AC C T G A 
CCGAGGCATGGTTTTCCAAGACCACGCCCTCCTGCCCTGA 

>RXN01142 

TTGACCGCACGCGGCAACATCGACTTCGGGCTCCGCTCCGCGCGCCCCTCCTTGAGCAAA 
ACCGAACGCGCCGACATCACCCGCACCCACCTCGAACAAGTAGGCCTCACCGACGCCGCC 
GAACGGCGCCCCGCCCGCCTCTCCGGCGGCATGCAACAGCGAGTCGGCATCGCACGCGCC 
TTCGCCATCGACCCACCAATCATGCTTCTCGACGAACCCTTCGGCGCCCTCGACGCCCTC 
ACCCGCCGCGAACTCCAGCTCCAACTACTCAACATTTGGGAAGCCTCCCGCCGCACCGTC 
GTCATGGTCACCCACGACGTCGACGAGGCCATCCTGCTCTCCGACCGAGTTCTCGTGATG 
TCCAAGAGCCCCGAAGCCACCATCATCACCGATATTCCAGTGAATCTTCCCCGCCCCAGA 
C AC GAG C T GAG T G AAGAC GCTTCTGTT GAAGC C GAG AC C AC AGC C C T G C G T AAGC G GAT G 
CTGCATCTGCTGGAGCAC 

>RXNO 114 2 -downs t r earn 
TAGTTTCTAACACGTCTTTTAAA 

>RXNO 11 64 -upstream 

G C C GAT C G T GAT T GAT GAAG AC GAG AT C C AAGC C T GGAC T T C T GAT C T C AAAC C T G AAG A 
T T T CAC C AAAGGT AAAGAT GAAT CCGACGG T GAGAAAT AA 

>RXN01164 

GTGACACTGTTTGTTCGGCTCGCCCTTGCTGCTGTGGGCGGGCTTTTTGTCTTTGCTTCC 
AATGAACCGATCGGCTGGTTTGTCGCGGGAATTGTTGGCACTGCATTATTTTTTATCTCC 
CTTGCGCCGTGGGATCTGGGAGTTCCCCAAAAGCGGCGGAAGAAGAATGAGCCAGTCCCA 
TTTTTGCAACAGATGTCCACGGGCCCAACTGTTGTACAGGGCATGCTTTTAGGTTTTGTC 
CATGGCCTGGTGACATATTTGCAGCTGTTGCCGTGGATCGGTGAGTTTGTTGGCTCACTG 
CCTTATGTCGCGTTGTCAGTTGTCGAGGCGCTTTATTCCATTGCTCTTGGTGCTTTCGGC 
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GTGCTCATTGCGCGTTGGAGGGACTGGAAGGTTCTCCTGTTTCCGGCGATGTATGTGGCT 
GTGGAGTATCTAAGAAGCTCGTGGCCATTTGATGGATTCGCGTGGGTTCGCCTGGCATGG 
GGTCAAATTAACGGTCCGTTGGCTAATCTCGCAGCGCTTGGTGGGGTAGCGTTTGTCACT 
TTTTCCACGGTGCTGGCTGCCGTGGGTGTGGCCATGGTGATTATTTCCAAGAAGCGACTG 
GCCGGCGCAATCATCACCGCGAGTGTGATTGCTATCGGCGCGGTGTCATCCCTGTACGTT 
GACCGCAATGGCACGAGCGATGAAAGCATCGAAGTAGCCGCAATTCAGGGCAATGTGCCT 
CGGATGGGATTGGACTTCAATGCACAGCGCCGCGCGGTGCTGGCGAATCACGCACGGGAA 
ACCCTCAAGCTGGATGAACAAGTGGATTTGGTGATCTGGCCGGAGAATTCCTCAGACGTC 
AACCCATTTTCCGATGCACAAGCAAGAGCCATTATCGATGGAGCAGTGGAACATGTTCAG 
GCACCTATTTTGGTGGGCACGATCACCGTCGATGAGGTTGGTCCACGCAACACCATGCAG 
GTATTTGATCCTGTTGAAGGTGCCGCGGAGTACCACAATAAGAAGTTCTTGCAGCCGTTT 
GGTGAATACATGCCGTTTCGCGAATTCCTGAGAATTTTCTCGCCCTACGTTGATTCCGCT 
GGAAACTTCCAGCCCGGTGATGGCACCGGCGTAGTGGAGATGAATGCTGCGAACTTAGGC 
CGCGCTGTGACAGTGGGCGTGATGACGTGTTACGAGGTCATCTTCGACCGTGCTGGCCGC 
GACGCCATCGCCAATGGGGCTGAATTTTTGACCACGCCCACCAACAACGCCACCTTCGGA 
TTCACGGACATGACGTATCAGCAATTAGCAATGAGCAGGATGCGTGCCATCGAATTTGAT 
AGGGCGGTGGTTGTTGCAGCTACATCGGGTGTTTCGGCTATCGTCAACCCTGATGGAAGC 
ATTTCCCAAAACACCCGAATTTTTGAGGCCGCCACCTTGACGGAATCCATTCCACTCAAG 
GACACTGTCACCATCGCAGCGCGGGTTGGTTTCTATGTTGAAT TACT GTTGGT TAT CAT T 
GGTGTATTAGCTGGACTATTCGCCATTCGAATGAATAGCCGTTCAAAGTCTGCGAAAGGT 
TCCGCTCGGCCCGCACAAGTTCGGGTTAAGAAGGTGCCTGCGAAAAAGGCAGCAACTAAT 
C G T C G AAAAG T AAAA 

>RXN0 11 64 -downstream 
TAAAAACGTCCCGAAGGGACGAG 

>RXN0 11 68 -upstream 

CCGCACAAGTTCGGGTTAAGAAGGTGCCTGCGAAAAAGGCAGCAACTAATCGTCG AAAAG 
T AAAAT AAAAAC G T C C C G AAG G G AC G AGG AG G AC AAC AC C 

>RXN01168 

ATGAGCAGTGAGGCAGTAGATGCTACGACGCTGGTGATTATTCCAACGTACAACGAGCTG 
GAAAACCTTCCACTCATCGTGGATCGCGTGCGCACCGCAACCCCTGACGTTCACGTACTC 
ATCGTGGACGACAACAGCCCAGACGGCACCGGCGAGCGCGCAGACAAGCTTGCTGCTGAC 
GACGACCACATTTTTGTCCTCCACCGCGAAGGCAAAGGCGGCCTGTGCGCAGAGTACATG 
GCTGGCTTCCAGTGGGGCCTGGAGCGCGACTACCAGGTCCTGTGCGAAATGGACGCCGAC 
GGCTCCCACGCACCAGAACAGCTGCACCTGCTGCTCGCTGAGATCACCAATGGCGCTGAC 
CTGGTCATCGGCTCGCGCTACGTGCCAGGCGGCCGCGTAGTCAACTGGCCCAAGAACCGT 
TGGCTCTTGTCCAAGGGCGGCAACGTCTACATCAGCGTCGCGCTCGGCGCCGGCTTGACC 
GATATGACCGCAGGGTACCGCGCTTTTCGACGTGAAGTGCTAGAAGCACTGCCGCTTGAT 
GAGCTCTCCAACGCTGGGTACATTTTCCAAGTTGAGATTGCCTACCGTGCAGTTGAAGCC 
GGATTCGATGTTCGTGAAGTTCCCATCACTTTCACCGAGCGTGAGATCGGCGAATCCAAG 
CTGGACGGCAGCTTTGTCAAGGATTCCCTGCTCGAGGTAACCAAGTGGGGCCTCAAGCAC 
CGCGGTGGCCAGGCCAAGGAACTGTCCAAGGAAATGGTCGGCCTGCTGAACTATGAGTGG 
AAGCACTTCAAAAAGCGCAACACCTGGCTC 

>RXN0 1 1 68 -downstream 
TAAACTGCTTGCCGGTTAGTGAA 



>RXN0128 5 

CTCAACGTCACCATCCCCGACAACACCTTCACCGCCATCATCGGCCCCAACGGCTGCGGC 
AAATCCACCCTGCTCCGCGGTTTCTCCCGCGTGCTCAATCCGCAGCACGGCAAAGTGCTT 
CTCGACGGTCGGCAACTCGATTCATTCAAGCCTAAAGAGATCGCCCGAGAACTAGGCCTG 
CTGCCACAGACCTCCATCGCCCCAGAAGGCATCCGGGTTTACGATCTCATCGCGCGCGGG 
CGCGCTCCCTACCAAAGCCTCATACAACAATGGCGCACCTCCGACGAAGACGCCGTCGCG 
CAAGCGCTCGCCTCCACGAATCTCACCGAACTTGCAGCTCGCCTCGTCGATGAACTCTCC 
GGTGGCCAGCGCCAACGAGTGTGGGTGGCCATGTTGCTCGCCCAGCAAACACCGATCATG 
CTTCTCGACGAGCCCACCACCTTCCTCGACATCGCCCACCAATACGAACTCTTGGAATTG 
CTGCGCGCATTCAACGAGGCCGGGAAAACTGTGGTCACTGTGCTTCACGATCTCAACCAA 
GCCGCCCGCTACGCCGACCACCTCATCGTGATGAAAGATGGGCACGTACATGCCACGGGC 
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ACACCGGAGGAAGTCTTAACTGCCGAGATGGTTCAAGGAGTTTTTGGCCTGCCCTGCATC 
ATCTCCCCAGACCCCGTCACAGGAACCCCCACCGTCGTTCCCCTCAGTCGGTCTCGCGCA 
GGAGCT 

>RXN0128 5-downstream 
TAAGTAGCTACCCCTCCAACGGA 



>RXN0 12 98 -upstream 

C T T AAACG T C ACC T TAT T TAT G CAT T AT GT T GG T T T C AGAC T C G AAC AAT T C AAT T AG AA 
AACACT AATCGGAC ATT T AGGTCACAT AACAT T TCCGCTC 

>RXN01298 

GTGTCCACATTAATTTCTGAACCCGAGGTGGATAAGCTACGTAAACGTGCCAAGAGATCA 
AGGCGGACAGAATGGTGGCTTGCCGCCGCACTTCTTGCCCCAAACTTGCTTCTCTTGGCC 
ATCTTTACGTATCGGCCACTGTTAGATAACTTCCGGTTGTCCTTTTTCAACTGGAACATT 
TCCTCGCCCACATCAACCTTCATTGGGTTTGATAACTACGTTGAGTTCTTCACTCGTAGT 
GACACTCTCCAAGTTGTTTTAAACACCGTCATCTTCACGGCATGTGCTGTGATCGGATCG 
ATGGTGCTCGGTTTGCTCCTGGCCATGTTGTTGGATCAGAAGCTTTTCGGCCGTAACTTT 
GTGCGTTCCATGGTGTTTGCCCCGTTTGTGATTTCCGGTGCTGCCATTGGTGTTGCTTTC 
CAGTTCGTTTTTGACCCTAATTTTGGTTTGGTTCAGGACTTGCTGGGACGCATCGGCGTT 
GATTCGCCACAGTTCTACCAAAACCCTAACTGGGCATTGTTCATGGTGACGTTCACTTTC 
GTGTGGAAGAACTTGGGCTACTCCTTTGTTATCTACCTGGCTGCATTGCAGGGGCTAAAC 
AAGGATTTGTCTGAGGCCGCACCGGTGGATGGCGCGAGCGCGTGGACACGTTTTTGGAAG 
GTTACTCTTCCGCAGCTTCGCCCAACCACGTTCTTCCTTTCTATTACTGTCACGCTGAAC 
TCGGTTCAGGTCTTCGACATCATTCACACCATGACTCGTGGTGGCCCCTTGGGTAACGGT 
ACGACCACCTTGGTTTACCAGGTGTACACCGAGACTTTCACCAACTATCGCGCGGGATAT 
GGTGCAACAATCGCAACGATTTTGTTCCTGTTGCTGCTGATTAT CACTGTTATCCAGGTT 
CGATACATGGATAAGGAGAACAAGCAGAAA 

>RXN0 12 98 -downstream 
TGATCTCGACTGATAGAAACGTT 

>RXN01323-upstream 

CACGTGGTTTACGCCAGGCATGTTCCCGGGAAGGGTTGACCCATACCCCTAGGGGGTATA 
C AGT GAGT C AT G T AAAC AT AC T C GC AG AAGGAGC G AT C C C 

>RXN01323 

ATGGCTCAGACACCCGCCAAAATCCCGGCGGCACTGAATTTCATTGACGTCGACCTCGGC 
GTTACCGGCATGACCTGCACTTCTTGCTCCGCCCGCGTCGAGCGCAAACTGAACAAGCTC 
GACGGCGTTGAAGCAACCGTCAACTACGCGACGGAATCCGCACAGGTCAGCTACGACCCC 
TCAAAGGTCAGCCCTGAACAGCTGATTAAGACTGTTGAGGACACCGGCTACGGTGCTTTC 
ACGATGGCTTCCGCAGCTGCCGAATCAGAAGAGGACAACGCTCCAGCTGACAGCGGCCAG 
TCCCGCATCGACGCAGCTCGCGACCACGAAGCAGCCGACCTGAAACACCGCGTGATCGTC 
TCTGCACTGTTGTCAGTTCCTGTGGTTTTGGTCAGCATGATCCCGGCGCTGCAATTCAAC 
AACTGGCAGTGGGCCGTACTCACTTTGGTCACCCCGATTTTCTTCTGGGGCGGTTCACCG 
TTCCACAAGGCAACGTGGGCAAACCTGAAGCGCGGTTCCTTCACCATGAACACCCTGGTT 
TCACTCGGCACGTCCGCTGCTGACCTGTGGTCCCTGTGGGCTTTGTTCATTGAAAATGCT 
GGTCACCCTGGCATGAAGATGGAGATGCACCTGCTGCCGTCGGCCTCCACGATGGATGAG 
ATTTACCTCGAAACCGTCGCGGTCGTTATTACGTTCCTGCTGCTTGGACGCTGGTTTGAG 
ACAAAAGCTAAGGGCCAATCTTCGGAAGCTCTGCGCAAGCTGCTGGACATGGGCGCCAAA 
GATGCAGTCGTCTTACGTGACGGCGCCGAAGTCCGCGTTCCTGTGAATCAGCTTAAACTC 
GGCGACGTTTTCATCACCCGCCCCGGCGAGAAAATCGCCACCGACGGTGAAGTCGACGAA 
GGTTCCTCCGCAGTCGACGAATCCATGCTCACCGGCGAATCCATCCCCGTTGAAGTCACC 
AAGGGCTCCAAAGTTACCGGCGCAACGCTGAACACTTCCGGCCGCCTCATGGTGAAAGTA 
ACCCGCATCGGCGCCGACACCACCCTGTCGCAAATGGCTAAACTGGTCACGGACGCACAG 
TCCAAAAAGGCCCCTGTCCAGCGTCTTGTTGACCAAATCTCGCAGGTTTTCGTTCCCGTT 
GTCATCGTAATTGCTATTGCGACGCTGATCGCGCACCTCGTCTTCACCGACGCCGGCCTC 
GCCCCAGCATTCACCGCAGCAGTCGCCGTCCTCATTATCGCCTGCCCTTGTGCCCTCGGC 
CTGGCAACCCCAACCGCACTTCTGGTCGGAACCGGCCGCGGCGCGCAACTTGGTCTGTTG 
ATCAAGGGCCCTGAAATCCTCGAATCCACCAAAAAAGTCGACACCATCGTCCTCGACAAA 
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ACCGGCACCGTCACCACCGGCACCATGTCCGTCACCGACGTCACCGCCATCAACTACAGC 
GAAACCGAAATCCTCGAATTCGCTGCAGCCGTCGAGTCCGCCTCCGAACACCCCATCGCC 
CAGGCAATCGCCAAGGCCGCCGAACACGAGCAAGTCACCGACTTCCAAAACACCGCAGGT 
CAGGAAGTCACCGGTGTAGTCCGCGGACACGAGGTCCGCGTGGGCAGGCCTTCAAGCACG 
CTTATCGACGCCCTCCTCCACCCCTTCCAACACGCCCAAAAAATCGGCGGAACCCCCGTA 
GTCGTCACGATTGACGGCGTAGATTCCGGAATAATCACGGTCCGCGACACCGTCAAAGAC 
ACCTCCGCCGAAGCAATCCGCGGACTCAAGGAACTGGGACTCACCCCAATCCTACTCACC 
GGAGACAATGAAGGCGCAGCTAAATCCGTAGCCGCTGAAGTCGGCATCGACCAAGTCATC 
GCCAACGTCCTCCCCCACGAAAAAGTCCAAAACGTAGAAGCCCTCCAAGCACAAGGCAAA 
AACGTTGCGATGGTCGGCGACGGCGTCAACGATGCCGCAGCTCTTGCCCAAGCTGACCTC 
GGACTCGCCATGGGAGCCGGCACCGACGTAGCCATCGAAGCCTCCGACATCACCCTCATG 
AACAACGACCTCCGATCCGCAGTCGACGCCATCCGACTGTCCCGTAAAACCCTCGGCACC 
ATCAAGGGAAACCTTTTCTGGGCTTTCGCCTACAATGTTGCACTAATCCCAGTAGCGGCG 
ATCGGACTCCTCAACCCAATGCTTGCCGGCATTGCGATGGCCTTCAGTTCAGTTTTCGTC 
GTCTCCAATTCCTTGCGTCTGCGAGGATTCAAAGCAAGGAGCAAC 

>RXN0 132 3 -downstream 
TAAT G T CCAACAG C GAAT G C C AC 

>RXN01338 

AAAACTTATACCCCAAATCCCTGGATGTTATTCATCCGCTCATTTGATGGCATCATCACT 
GTCGCAGCCCTTGTTGCCATCGCAATACATCTCATTTTATGGCTGGCTCTAGATCTAGAT 
GGCCTTGCTAAAAACTGGCCTTTAATAGCCATCGTTATCGTAGGTGGCATTCCGTTGATG 
TGGGATGTGCTGAAATCAGCCATTAAAACTCGCGGTGGCGCGGATACTTTAGCAGCAGTC 
TCCAT CAT TACT TCTGTGTTGTTAGGGGAGTGGTTGGTTGCCGCGATCATCGTGCTCATG 
CTCTCTGGTGGTGAAGCGCTAGAAGAGGCAGCATCACGGCGAGCCAGTGGCACCTTGGAC 
GCACTTGCCCGGCGCGCACCAAGTACAGCTCACCGCCTGTTGGGTGCAACCATTCTTGAT 
GGAACCGAAGAGATCGCCGTGGAAGAGATCACGGTTGGTGATTTAGTGGCGGTGCTCCCG 
CATGAACTTTGTCCCGTGGATGGTGAAATCGTGGCAGGCCACGGCACCATGGATGAGTCT 
TATCTCACGGGTGAGCCCTATGTGGTGAGTAAATCTAAAGGTTCGCAAGCAATGTCGGGT 
GCAGTCAATGGTGATACTCCGCTGACGATTGTTGCCACAAAGCTTGCCCATGATTCCAGA 
TACGCCCAAATTGTTGGTGTACTCCATGAAGCAGAAAACAACCGCCCAGAAATGCGCAGG 
ATGGCTGACCGTCTTGGCGCGTGGTATACGGTGATTGCACTTGCCCTCGGTGGTCTTGGC 
TGGATTGTCTCCGGCGACCCAGTGAGGTTCTTGGCTGTTGTCGTTGTCGCCACCCCATGT 
CCATTGCTCATTGCAGTGCCAGTGGCGATCATCGGTGCGATTTCTCTTGCGGCTCGTCGG 
GGCATCATCGTGAAGAACCCTGGAATGCTGGAAAACGCTTCAGGAGTAAAGACAGTGATG 
TTCGATAAGACTGGAACGCTCACCTATGGCAGGCCAGTGATTACTGATATCCACACTGCT 
CCCGGAGTTGAGGAAGATACAGTCCTAGCTTTGGCTGCTTCAGTAGAGCGCTACTCCAGA 
CACCCGTTGGCTGACGCGATTCGTGAGGGCGCAAAAGCCAGGGAACTTCATCTGCCTGAT 
GTAGTGGAAGTATCGGAACGTCCAGGACAGGGACTAACCGGCACGGTGGGCGAGCACCTG 
G T T C G AAT AAC C AAT AG G C G C AG C AC AC T AG AAAT T GAT C C AG AC AG C AAG AAC T AC A T T 
CCGGTGACAAGTTCCGGCATGGAATCTGTGGTGCTTGTTGATGATAAATATGCAGCACTC 
ATTCGCCTCCGGGATGAACCTCGTGCATCTGCCAGTGAGTTCATCGCGCACTTGCCCAAG 
AAGCACAAAGTGGACAAGCTCATGATTATCTCTGGTGATCGCGCATCTGAGGTTCGTTAC 
CTTGCGGACAAGGTTGGCATTGATGAGGTACACGCAGAGGCCTCACCGGAAGACAAGCTG 
AACATTGTTAATCGGCATAATGAGCACGGCGCCACCATGTTCTTAGGTGATGGAATCAAC 
GATGCGCCAGCCATGGCCGTTGCCACCGTTGGTGTCGCGATGGGAGCAGACTCCGATGTC 
ACGTCCGAAGCAGCAGATGCTGTGATTTTGGATTCTTCCCTGGAACGTCTCGACGATCTG 
CTCCACATCAGTGCACGGATGCGTCGAATAGCGTTGCAATCTGCGGGCGGTGGCATGGCG 
TTGAGTGTCATAGGAATGATCCTCGCGGTATTTGGATTCTTGACGCCACTGATGGGTGCG 
ATCTTCCAAGAGGTCATTGACGTGCTGGCTATCCTCAATTCCGCTCGGGTCGCACTGCCA 
C GC G GAG C GAT TAG T GAT T T T GAT AC G C AAGAAAAAG T T T C T 

>RXN0 1338 -downstream 
TAGCAGGGTAACCTAAATGTCGT 

>RXN01411-- upstream 

CTTATCGACGTCCCCATCCCCCTCGCCAATGCTTCGGCGAGGGGTTCTATTTATTGTGTG 
TGCTAGCCTTTTCGCAATCGTTCAGCCCGCCCCGACGTCA 



>RXN01411 
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ATGTTGGGAGTGGGCTGGCGCATTCCATTCCTGATGGCCGTGCCACTAGGGCTTATCGGC 
TGGTGGATCCGCACCGGTGCCCAGGAAAATGTACGCCCCGCATCCGAACGCCCCGAAGCT 
CCTATTAAGCAGGCATTGCGTACTGAGTGGAAGATGATGTTGCGGGTAGGTGGCTTTATC 
TCTTGCACCGGTCTGAGCTTCTACATTTTCACCACGTACATGACCACTTTCCTGCGCAGC 
ACCGTCGGACTGGAGGGCACGTTAGTGCTGGCTGGAAACATCATCGCTCTCAGCATGGCA 
GCAATTGTGGCCCCATTTGTTGGCCGCGCAATTGATAAATTCCCCCGCCGGAACATCATG 
GCTTTCGCTACCTTAAGCACAGTAATTATGGCGATCCCGGCCTACATCATTGCAGGTCAA 
GGTACTTTGACTGCTTCTTTGATTGCGCAGGTAATGCTTGGAATCGGCGCGGTTACCGCT 
AACTGCGTTACCTCAGTAATGATGGCCGAGGTCTTCCAAGAGGTCACCCGCGGTACTTCC 
GCCGGCATTACCTACAACGTCACTTACGCAATCTTCGGCGGCTCGGCTCCATTTATCTCC 
ACCGCATTGGTCTCCTGGACCGGCAGCCCGCTGGCCCCTGCGGTATACATGATCATCATT 
GCGCTCTTCGCCTTCACCGCGTCCCGCTTCATTCCTGAAACCTCCCCAGTTTTTGTCACC 
GCAACCCCGGCCATTAAGGCACCAAAGGTGCTGGTCAACCCGGGT 

>RXN01411-downstream 
TAAACCACGCTTTTCGACGAAAA 

>RXN018 08 

CAGAGCCTCGCGTGTAAAGAACTCGCATGGATGCGCGGCGGTGCACCAGCGCGAACCTCA 
AAGCCTGGATTCCGCCTTGAAGCCGCGGAAGCTTTGATCGCAGAAGTGCCAGCGCCACGC 
GACAAAGTCGAGCTCATGGCATTTTCCAAGTCCAGGCAAGGCCGCGTTGTCATTGAACTT 
GAAGACGCCACAGTAGCCACCCCTGATGATCGCATCCTGGTAGAAGACCTCACCTGGCGT 
TTGGCTCCAGGAGAGCGCATCGGTCTTGTCGGCGTCAACGGCTCCGGCAAAACCACCCTG 
CTGCGCACCCTTGCCGGCGAGCAGCCACTTCAGGCAGGCAAACGCATCGAAGGCCAAACC 
GTCAAACTGGGATGGCTCCGCCAGGAACTCGATGACCTAGACCTCAGCCGCCGACTCATC 
GACTGCGTTGAAGATGTCGCTTCCTACGTGATGATGGGCGACAAGCAGGTCTCCGCTTCC 
CAATTGGCAGAACGCCTCGGATTCTCACCCAAGAGGCAACGCACCCCAGTTGGTGACCTG 
TCCGGTGGTGAACGCCGCCGACTCCAACTCACCCGCGTGCTCATGGCCGAACCAAACGTG 
CTGCTCCTCGACGAGCCCACCAACGACCTGGACATTGACACCCTCCAAGAGCTGGAATCC 
CTTCTCGACGGATGGCCAGGCACCATGGTGGTTATCTCCCACGACCGTTACCTCATCGAA 
CGCGTCACCGACTCCACCTGGGCACTCTTCGGCGATGGCAAGCTCACCAACCTGCCAGGC 
GGAATTGAAGAGTACCTGCAGCGACGAGCAGCGATGGCCGCGGCCGAAGACAGTGGAGTG 
CTGAACTTGGGTGCGGCCACGCAGGCTGGAACCTTTTCTGCTGCAACAGAGCAGGCTGCC 
ACTTCTGTGGAAAGTTCCGGAATTTCTTCCCAAGAACGCCACCGCATCACCAAGGAAATG 
AACGCCCTGGAGCGCAAAATGGGCAAGCTTGACCAGCAAATGGACAAGCTTAATCAGCAG 
CTCGCTGATGCAGCGGAGGCCATGGACACCATAAAGCTCACCGAGCTGGACACCAAGCTC 
CGCGCAGTGCAGGAAGAACACGGCGAGCTGGAAATGCAGTGGCTGGAACTCGGCGAGGAA 
ATCGAGGGC 

>RXN018 08-downstream 
TAGTTCATGCCGTCGGCAGGCGA 

>RXN01939-upstream 

TGCTGTTCTACCCCGCAATGGCACTTGCACTAACCGTTTTGAGCTTCATCATGATGGGCG 
ATGTCGTCCGCGACGCTCTGGATCCTAAGTCGAGGAAGCG 

>RXN01939 

ATGACCACCAACATCCCACAAACCCCCAACCACGAGGGTGAACAGCCACTGCTCGAGCTG 
AAGGATCTAAAGATTTCCTTCACCTCCTCCACCGGTGTTGTCGACGCTGTCCGTGGCGCA 
AACCTCACCATTTATCCTGGCCAATCTGTTGCCATCGTGGGTGAATCCGGTTCAGGTAAA 
TCGACCACGGCAATGTCGATCATCGGTCTGCTTCCAGGCACCGGCAAAGTGACCGAAGGT 
TCCATCATGTTTGATGGCCAAGACATCACAGGCTTGAGTAACAAGCAGATGGAAAAGTAC 
CGCGGTTCAGAAATCGGACTGGTCCCCCAGGATCCGATGACCAACTTGAACCCGGTGTGG 
CGCATCGGCACCCAGGTCAAGGAATCCCTCCGAGCCAACCACGTGGTTCCAGGCTCAGAG 
ATGGACAAGCGCGTGGCAGAAGTTCTGGCCGAGGCAGGTCTTCCTGATGCTGAGCGTCGC 
GCAAAGCAGTACCCACATGAGTTCTCTGGCGGTATGCGCCAGCGCGCACTGATCGCCATT 
GGTTTGGCGGCACGCCCGAAGCTCTTGATCGCCGACGAGCCCACCTCTGCGCTGGATGTC 
ACCGTGCAGCGCCAAATCCTTGATCACCTTGAAACACTGACCAAGGATCTCGGCACCGCA 
GTGCTATTTATTACCCACGACTTGGGCCTTGCCGCTGAGCGCGCGGAGCACCTCGTGGTG 
ATGCACCGCGGACGCATCGTGGAGTCCGGGCCATCATTGAAGATTCTGCGCAATCCACAG 
CACCCATATACCCAACGCTTGGTTAAGGCTGCGCCGTCTCTGGCTTCTGCACGTATTCAA 
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AGTGCGCAGGAACAAGGCATTGAATCTGCAGAACTGCTCTCTGCAACGGCCGTTGCTGAG 
GGCACTATTCCAGAGATGGAAGAAAAAGTTATCGAGGTGAAAAACCTCACCCGCGAATTT 
GATATCCGCGGTGCCCGTGGCGATAAGAAGAAGCTGAAGGCCGTTGATGATGTGTCCTTC 
TTCGTACGTAAAGGCACCACCACCGCACTTGTGGGTGAATCCGGTTCGGGTAAATCCACC 
GTGGCCAACATGGTGCTCAACCTTCTCGAGCCAACCAGCGGAGAGGTGCTCTACAACGGC 
ACCGATCTTACGTCCTTGAGCCACAAGGAAATCTTCCAAATGCGACGCAAACTGCAGGTG 
GTGTTCCAGAACCCCTACGGCTCGCTTGATCCGATGTACTCCATCTACCGGTGTATTGAG 
GAACCGCTGACCATCCACAAGGTTGGTGGAGACCGCAAGGCACGCGAAGCTCGCGTCGCT 
GAACTTCTCGATATGGTGTCCATGCCCAGGTCCACCATGCGCCGCTACCCCAACGAGCTT 
TCCGGTGGCCAACGTCAGCGCATCGCCATCGCCCGTGCATTGGCACTGAATCCAGAAGTG 
ATCGTGTTGGATGAAGCGGTTTCCGCTTTGGACGTGTTGGTTCAGAACCAGATCCTCACC 
CTGCTTGCAGAACTTCAGCAGGAACTGAAGCTCACCTATTTGTTCATCACCCACGACTTG 
GCCGTTGTTCGACAAACCGCCGACGATGTTGTGGTGATGCAAAAGGGACGAATCGTTGAA 
AAGGGTCGTACCGACGACATCTTCAACGATCCTCAGCAGCACTACACCCGCGATTTGATC 
AATGCGGTACCTGGTCTGGGAATCGAGTTGGGTACTGGAGAAAACCTGGTT 

>RXN0193 9-downstream 
TAACCCGCACAGCCTCACTAAAC 

>RXNO 19 95 -upstream 

CCGACGCAAAGGCATGCGCCTGCGTGTCTCGAGTAGTCTCCTCCCCTTCCTCGTCCCCAA 
CCTCGACCATTACGGTCGCCCTCTCCTAAAGGAGCCTGGC 

>RXN01995 

ATGGATATCCGCCAAACAATTAACGACACAGCAATGTCGAGATATCAGTGGTTCATTGTA 
TT TAT CGCAGTGCTGCTCAACGCACTGGACGGCTTTGATGTCCTCGCCATGTCTTT TACT 
GCGAATGCAGTGACCGAAGAATTTGGACTGAGTGGCAGCCAGCTTGGTGTGCTGCTGAGT 
TCCGCGCTGTTCGGCATGACCGCTGGATCTTTGCTGTTCGGTCCGATCGGTGACCGTTTC 
GGCCGTAAGAATGCCCTGATGATCGCGCTGCTGTTCAACGTGGTGGGATTGGTATTGTCC 
GCCACCGCGCAGTCCGCAGGCCAGTTGGGCGTGTGGCGTTTGATCACTGGTATCGGCATC 
GGCGGAATCCTCGCCTGCATCACAGTGGTGATCAGTGAGTTCTCCAACAACAAAAACCGC 
GGCATGGCCATGTCCATCTACGCTGCTGGTTACGGCATCGGCGCGTCCTTGGGCGGTTTC 
GGCGCAGCGCAGCTCATCCCAACATTTGGATGGCGCTCCGTGTTCGCAGCCGGTGCGATC 
GCAACTGGTATCGCCACCATCGCTACTTTCTTCTTCCTGCCAGAATCCGTTGATTGGCTG 
AGCACTCGCCGCCCTGCGGGCGCTCGCGACAAGATCAATTACATTGCGCGCCGCCTGGGC 
AAAGTCGGTACCTTTGAGCTTCCAGGCGAACAAAGCTTGTCGACGAAAAAAGCCGGTCTC 
CAATCGTATGCAGTGCTCGTTAACAAAGAGAACCGTGGAACCAGCATCAAGCTGTGGGTT 
GCGTTCGGCATCGTGATGTTCGGCTTCTACTTCGCCAACACTTGGACCCCGAAGCTGCTC 
GTGGAAACCGGAATGTCAGAACAGCAGGGCATCATCGGTGGTTTGATGTTGTCCATGGGT 
GGAGCATTCGGCTCCCTGCTCTACGGTTTCCTCACCACCAAGTTCAGCTCCCGAAACACA 
CTGATGACCTTCATGGTGCTGTCCGGCCTGACGCTGATCCTGTTCATTTCCTCCACCTCT 
GTTCCATCCATCGCGTTTGCCAGCGGCGTTGTCGTGGGCATGCTGATCAATGGTTGTGTG 
GCTGGTCTGTACACCCTGTCCCCACAGCTGTACTCCGCTGAAGTACGCACCACTGGTGTG- 
GGCGCTGCGATTGGTATGGGTCGTGTCGGTGCGATTTCCGCGCCACTGCTGGTGGGTGGC 
CTGCTGGATTCTGGCTGGTCCCCAACGCAGCTGTATGTTGGTGTGGCAGTGATTGTTATT 
GCCGGTGCAACCGCATTGATTGGGATGCGCACTCAGGCGGTAGCCGTCGAAAAGCAGCCT 
GAAGCCCTAGCGACCAAA 

>RXN01995-downstream 
TAGGGCCGCGATTCCTAGCATGC 

>RXN02062-upstream ' 

TTGTCTAAACATCGTTTTGGGGTCCGAATGATAGCCCCTTTTAATGCCCCCATTTCGGTA 
TCGCTGCGCAACTGTTTTTAGATGGCTAATCTTTGAAATT 

>RXN02 0 62 

ATGAGAGTCGGAATGAT GACAAGAGAGTATCCACCAGAGGTTTACGGCGGCGCTGGCGTG 
CACGTCACCGAATTGACCCGATTCATGCGTGAGATCGCTGAAGTTGATGTTCACTGCATG 
GGTGCACCTCGCGATATGGAGGGAGTTTTCGTCCACGGCGTCGATCCTGCCTTGGAAAGC 
GCGAACCCTGCGATTAAGACACTGTCCACCGGTTTACGCATGGCAGAAGCTGCAAACAAC 
GTGGATGTCGTGCACTCACACACTTGGTATGCAGGTCTTGGCGGCCACCTTGCAGCTCGT 
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CTCCACGGCATTCCTCACGTGGCTACCGCGCACTCTTTGGAGCCAGATCGCCCATGGAAG 
CGTGAGCAGCTTGGCGGTGGATACGACGTGTCCTCCTGGTCTGAAAAAAATGCCATGGAA 
TACGCTGACGCGGTCATCGCTGTGTCGGCTCGCATGAAAGATTCCATCCTCGCTGCGTAC 
CCTCGCATCGAGCCGGACAACGTGCGTGTTGTCCTCAACGGCATCGACACTGAGTTGTGG 
CAGCCTCGCCCGACTTTCGATGACGCGGAAGATTCCGTACTCCGCTCCCTAGGCGTTGAC 
CCACAGCGGCCCATCGTCGCATTTGTCGGCCGCATCACCCGCCAAAAAGGCGTCGAGCAC 
CTCATCAAGGCAGCAGCGCTTTTCGACGAGTCCGTGCAGCTTGTGCTCTGTGCCGGCGCG 
CCAGACACCCCCGAAATCGCAGCTCGCACCACCGCCCTGGTGGAAGAACTCCAGGCAAAG 
CGCGAAGGCATTTTCTGGGTTCAGGACATGCTGGGCAAGGACAAAATCCAAGAGATTCTC 
ACCGCTGCTGACACCTTCGTGTGCCCATCCATTTACGAGCCACTGGGCATCGTGAACTTG 
GAAGCAATGGCCTGCAACACCGCAGTTGTCGCATCCGACGTTGGAGGCATCCCTGAGGTT 
GTTGTCGACGGCACCACCGGCGCCCTCGTTCACTACGACGAAAATGATGTCGAAACCTTC 
GAGCGCGATATCGCCGAAGCGGTGAATAAAATGGTCGCTGATCGAGAGACCGCAGCCAAA 
TTTGGTCTCGCAGGGCGCGAACGTGCTATCAATGATTTCTCCTGGGCAACGATTGCTCAG 
C AG AC CAT T GAT G T G T AC AAAT CC T T GAT G 

>RXN02 0 62-downstream 
TAAAACCGAAAGCCGGGGAACCT 

>RXN02 0 9 6-upstream 

CGCTTCGACGACCTCACCCACAGCGATATCCGCAGGAATCTCATCGCGGTTTTTGATGAG 
CCGTTCTTGTACTCCTCCTCCATACCGCGAGAACATCTCG 

>RXN02096 

ATGGGTTTG GAT G T C AG T GAT G AG C AG AT C G AAC AC G C AG C C AG G C T T G C C C AGG C T CAT 
GATTTTATCGATCGCCTTCCAAACAAATACGAGGAAGTCATTGGCGAACGCGGCCTGACG 
CTTTCTGGTGGTCAACGCCAACGCATCGCCCTCGCACGGGCTTTCCTGGCGCATCCCAAA 
GTGTTGGTGCTTGATGATGCCACCTCTGCCATTGATGCCTCCACTGAGGACCGCATTTTC 
CAGGCCTTGCGCGAAGAACTGCACGATGTCACCATTTTGATCATCGCGCACCGCCACTCC 
ACTTTGGAGCTCGGCGATCGGGTTGGTCTGGTCGAAGATGGACGGGTAACAGCACTGGGA 
CCGTTGAGTGAGATGCGTGATCACGCTCGTTTCTCGCATCTGATGGCTCTTGATTTCCAG 
GATTCTCACGATCCGGAATTCACCCTCGACAACGGTTCACTACCCAGCCAAGAGCAATTG 
TGGCCGGAGGTCTCCACAGAAAAGCAGTACAAGATTCTTGCGCCTGCCCCTGGTCGAGGC 
CGTGGCATGTCCATGCCAGCAACCCCTGAGCTGCTCGCCCAGATTGAGGCGCTGCCAGCA 
GCAACGGAAGAAACACGAGTTGATGCCGGGAGGCTACGCACCAGTACCTCCGGTTTCAAA 
TTGCTCAGTTTATTCAAGCAGGTCCGTTGGCTCGTCGTCGCGGTCATCGCGTTGTTGCTG 
GTGGGCGTAGCCGCCGATCTAGCATTTCCAACACTGATGCGCGCAGCCATCGACAACGGT 
GTGCAAGCACAAAGCACCTCCACGTTGTGGTGGATCGCCATCGCAGGCAGCGTAGTAGTC 
CTTCTGTCCTGGGCCGCCGCCGCGATCAACACGATTATCACGGCACGCACCGGTGAACGG 
CTGCTTTACGGCTTGCGTCTGCGCTCATTTGTGCATCTATTGCGCCTGTCCATGAGCTAT 
TTCGAACGCACCATGTCCGGCCGCATCATGACGCGCATGACCACCGACATCGACAACCTC 
TCGTCCTTCCTCCAATCAGGTCTGGCGCAAACAGTTGTCTCTGTGGGCACGCTCATCGGT 
GTGGTCACCATGCTCGCCATCACCGACGCACAACTAGCACTCGTTGCGCTGTCCGTGGTG 
CCGATCATCATCGTGCTCACTCTCATTTTCCGACGCATCAGCTCCAGGCTGTACACCGCT 
TCACGCGAGCAAGCCAGCCAGGTCAACGCGGTATTCCACGAGTCCATCGCCGGTTTACGC 
AC C G C G C AGA T G C AC C G CAT G G AAG AC C AAG T C T T T G AC AAT TAT GC G G GC G AAG C AG AG 
GAATTCCGACGCCTGCGTGTGAAATCCCAGACGGCCATCGCCATCTACTTCCCCGGCCTT 
GGCGCGCTCTCTGAAATCGCCCAGGCACTCGTCCTCGGTTTCGGCGCACTGCAAGTAACG 
CGCGGCGACATCTCCACCGGCGTACTCGTGGCATTCGTGCTGTACATGGGCCTGATGTTC 
GGCCCCATCCAACAACTAAGCCAAATCTTCGACTCCTACCAACAAGCCGCCGTCGGCTTC 
CGTCGCATCACCGAACTGCTCGCAACGCAGCCCAGCGTCCAGATCTGGGCACCAACAGGC 
ACGCTAGGCAGGCTGCCACGCAGCCTTTATTGCTTGACGACGTCACCTTCGGCTATTCAG 
ACGATCCGATCC 

>RXN020 96-downstream 
TAG AC AAC G T C ACC GT C C AG AT C 

>RXN023 4 8 -upstream 

AAAGACCCGAGCCGAAGCCCTGGCCTGCGCATACTTCCTTGTCAACGCTCGCTGGGATTA 
GGTCTTTTCTGAGCGCTAGCATTTCTCCACTCAAAGGAGC 
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>RXN02348 

ATGCTTAACCGCATGAAAAGTGCGCGGCCAAAATCAGTCGCTCCAAAATCCGGACAAGCT 
TTACTCACTCTCGGTGCCCTAGGTGTTGTGTTCGGCGACATCGGCACCAGCCCCCTGTAC 
T C AC T T C AC AC TGCATT C AG CAT G C AGC AC AAC AAAG T C GAAG T C AC T C AG GAAAAT G T G 
TACGGCATCATCTCCATGGTGTTGTGGACCATCACTTTGATCGTCACCGTCAAATACGTC 
ATGCTGGTCACCCGAGCTGACAACCAAGGACAAGGTGGCATCCTGGCGCTCGTTGCTTTG 
CTGAAAAACCGTGGGCACTGGGGAAAATTCGTGGCAGTAGCCGGCATGTTGGGCGCCGCA 
TTGTTTTATGGCGATGTGGTGATCACCCCGGCGATCTCTGTTCTCAGCGCAACAGAAGGC 
TTGACGGTTATCTCCCCAAGCTTTGAGCGCTTCATTCTGCCCGTATCTCTCGCAGTTCTG 
ATCGCTATTTTTGCAATCCAACCGCTCGGTACAGAAAAAGTCGGCAAAGCCTTCGGCCCC 
ATCATGTTGCTGTGGTTTGTCACCCTTGCAGGATTGGGAATTCCGCAAATCATCGGGCAC 
CCAGAAATCTTGCAGAGCTTGTCTCCACATTGGGCCCTGCGCTTGATTGTGGCTGAGCCT 
TTCCAAGCATTTGTGCTGCTTGGTGCCGTTGTCCTGACAGTAACGGGTGCGGAAGCGCTC 
TACGCTGATATGGGCCATTTTGGGGCGAGGCCAATCAGAGTGGCGTGGTTTTGCGTCGTC 
ATGCCTGCTTTAATCTTGACGTATTTGGGGCAGGGCGCCTTGGTGATCAACCAGCCTGAA 
GCGGTGCGCAACCCCATGTTTTATCTCGCGCCGGAAGGTCTGCGGATTCCGTTGGTTATT 
TTGGCGACCATCGCTACGGTGATCGCATCGCAGGCCGTGATTTCTGGTGCGTATTCATTG 
ACCAAGCAGGCCGTGAATTTGAAACTGCTGCCACGCATGGTGATCCGGCATACCTCCCGC 
AAAGAGGAAGGCCAGATCTATATGCCACTGGTTAATGGATTGCTGTTTGTATCCGTGATG 
GTTGTGGTGCTGGTATTCCGATCCTCTGAAAGCCTCGCCAGCGCGTACGGACTTGCAGTG 
ACCGGAACCTTGGTGCTGGTCAGCGTCCTGTATCTGATCTATGTTCACACCACATGGTGG 
AAAACAGCGCTGTTCATTGTGCTCATCGGTATTCCAGAAGTACTTCTATTCGCCTCGAAC 
ACCACGAAAATTCACGACGGTGGCTGGCTTCCACTACTTATTGCGGCCGTGCTCATCGTG 
GTGATGCGGACCTGGGAGTGGGGAAGTGACCGCGTCAATCAGGAACGCGCAGAGCTGGAA 
C T T C CC AT GGAT AAG T T C T T G G AG AAAC T C GAT C AGC C AC AC AAT AT T G G T C T G C GT AAA 
GTTGCCGAAGTGGCAGTATTTCCACATGGCACCAGCGATACTGTCCCGTTGTCATTGGTT 
CGCTGCGTGAAAGACCTCAAGCTTTTATACCGAGAGATCGTGATCGTTCGAATCGTCCAA 
GAACACGTTCCGCACGTGCCACCAGAGGAACGCGCGGAAATGGAAGTGCTCCATCACGCC 
CCGATCAGAGTCGTGCGAGTTGATCTGCACCTTGGTTATTTTGATGAGCAGAACCTGCCT 
G AGC AT C T C CAT G C CAT T G AC C C AAC AT GG G AT AAC GC C AC C T AC TTCCTGTCT GCC C T G 
ACTCTTCGGAGCAGGTTGCCTGGAAAGATTGCTGGCTGGCGTGATCGTTTGTATCTTTCG 
AT GG AACG T AAT C AGGC AT C T C GAAC T G AG T C T T T C AAAT T GC AAC C AAG C AAAAC CAT C 
AC G G T T G GAAC AG AG C T G C AC C T T 

>RXN02 3 4 8-downstream 
TAATCAGGCAGTTGCTGGCCAAC 

>RXN02 35 4-upstream 

GAATAAAGAAAAAGAAACTGGGCGGAACCAAGGATGAGAAACCCACCGCTAAGGATGCTG 
TTGTAAAGGCCGATTCTGCTGTGAAGGAAGCCGCTAAGCC 

>RXN02 354 

ATGACTAAACGAACAAAAGGACTCATCCTCAACTACGCCGGAGTGGTGTTCATCCTCTTC 
TGGGGACTAGCTCCCTTCTACTGGATGGTTATCACCGCACTGCGCGATTCCAAGCACACC 
TTTGACACCACCCCATGGCCAACGCACGTCACCTTGGATAACTTCCGGGACGCACTGGCC 
AC C G AC AAAGG C AAC AAC T T C C T C G C AG C C A T T G G C AAC T C AC T G G T CAT C AG C G T C AC C 
ACAACAGCGATCGCTGTTCTCGTGGGAGTGTTCACCGCCTACGCTCTAGCCCGACTGGAA 
TTCCCGGGCAAAGGCATTGTCACCGGCATCATCTTGGCAGCCTCCATGTTCCCCGGCATC 
GCCCTGGTCACTCCGCTGTTCCAGCTCTTCGGTGACCTCAACTGGATCGGCACCTACCAA 
GCGCTGATTATCCCGAACATTTCCTTCGCGCTACCTCTGACGATCTACACGCTCGTATCC 
TTCTTCAGGCAACTGCCCTGGGAACTCGAAGAATCAGCACGTGTCGACGGCGCCACACGT 
GGCCAAGCCTTCCGCATGATCCTGCTTCCTCTAGCAGCGCCCGCACTATTTACCACCGCG 
ATCCTCGCATTCATTGCAACGTGGAACGAATTCATGCTGGCCCGCCAACTATCCAACACC 
TCCACAGAGCCAGTGACCGTTGCGATCGCAAGGTTCACCGGACCAAGCTCCTTCGAATAC 
CCCTACGCCTCTGTCATGGCAGCGGGAGCTTTGGTGACCATCCCACTGATCATCATGGTT 
CTCATCTTCCAACGCCGCATCGTCTCCGGACTCACCGCAGGTGGCGTGAAAGCC 

>RXN023 5 4 -downstream 
TAG AC TAG AT AC T C A T GAG T G C T 

>RXN0235 6-upstream 
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TTGGCAGTAGCCATGCGTTCTGCTCCTGACCTTGAACAGCGGTCCCAATTTAGACCCGCT 
AAACCCACAATGTGTACTGGTGCTGGTAATTTAGTAGAAC 

>RXN02 35 6 

ATGGCAACGGTCACATTCGACAAGGTCACAATCCGGTACCCCGGCGCGGAGCGCGCAACA 
GTTCATGAGCTTGATTTAGATATCGCTGATGGCGAGTTTTTGGTGCTCGTCGGCCCTTCG 
GGTTGTGGTAAATCCACTACGCTGCGTGCTTTGGCGGGGCTTGAGGGCGTGGAGTCGGGT 
GTGATCAAAATTGATGGCAAGGATGTCACTGGTCAGGAGCCGGCGGATCGCGATATCGCG 
ATGGTGTTCCAGAATTATGCTCTGTACCCTCACATGACGGTGGCGAAGAATATGGGTTTT 
GCGCTGAAGTTGGCTAAGCTGCCGCAGGCGCAGATCGATGCGAAGGTCAATGAGGCTGCG 
GAAATTCTTGGGTTGACGGAGTTTTTGGATCGCAAGCCTAAGGATTTATCGGGTGGTCAG 
CGTCAGCGTGTGGCGATGGGTCGCGCGTTGGTGCGTGATCCGAAGGTGTTCCTCATGGAT 
GAGCCGCTGTCCAACCTGGATGCGAAATTGCGCGTGCAAACCCGCGCGGAGGTCGCTGCT 
TTGCAGCGTCGCCTGGGCACCACCACGGTGTATGTCACCCACGATCAGGTTGAGGCAATG 
ACGATGGGCGATCGGGTTGCGGTGCTCAAGGACGGGTTGCTGCAGCAGGTCGCACCGCCC 
AGGGAGCTTTACGACGCCCCGGTCAACGAATTCGTTGCGGGCTTCATCGGCTCGCCGTCC 
ATGAACCTCTTCCCTGCCAACGGGCACAAGATGGGTGTGCGCCCGGAGAAGATGCTGGTC 
AATGAGACCCCTGAGGGTTTCACAAGCATTGATGCTGTGGTGGATATCGTCGAGGAGCTT 
GGCTCCGAATCGTATGTTTATGCCACTTGGGAGGGCCACCGCCTGGTGGCCCGTTGGGTG 
GAAGGCCCCGTGCCAGCCCCTGGCACGCCTGTGACTTTTTCCTATGATGCGGCGCAGGCG 
CATCATTTCGATCTGGAGTCGGGCGAGCGTATCGCT 

>RXN02 35 6-downstream 
TAGTTTCGGACGTGGGGAGGCGT 

>RXN02 3 91-upstream 

CAAAGTGGCGATCCTGAATTTGCCATCGAATCTGCCGTGAGAAGAGTTGCAGAGCTGGCG 
AGGCGGTAACGCTGAACGGCGGCGGGTAAGATATTTGAGC 

>RXN02391 

ATGACACAAT CAGATTTACCCGATGATGTTCAGGAATTGGTCACTAAGATCTTTGGACTG 
GCACGTGATGGGGGAGCAGAATCCGCAGCAACCCTCGGTGCATATGTCGACAACGGCGTT 
GACGTTAACCTGTCCAACCAAGATGGCAACACTTTGCTCATGCTCGCAGCATATGCAGGA 
CATGCTGATGTCGTGCAGGCGTTGATTGAGCGTGGCGCCGATGTGGATCGCGTGAACAAC 
CGCAATCAGACGCCGCTGGCGGGCGCGATCTTTAAGAAGGAAGAAGCCGTCATTGAGGCA 
CTGCTTGCTGGTGGTGCTGACCCATACGCTGGAACTCCAACTGCTGTTGATACCGCCAAG 
ATGTTTGGCCGCGAGGATCTCGTAGCTCGCTTCGAGTCA 

>RXN02 3 91-downstream 
TAGGCCGGTGGAGTGGACCGCTT 

>RXN02 4 4 2-upstream 

GCCGTGATGTTGTTGAGCGCGATGTGATTGCCGTATGTGCATGTGAGATTCCGGACGCTG 
AGTTCTGCCATTCCTTAATGATAACGGTTATCATTTTCAA 

>RXN024 4 2 

ATGAAGTTTTTTACTGACGCCCTCATAGTGCCTTTTGACGTTTCATTCATCTCCCGCGCC 
CTGGTCGCCGGATGCCTGGCCGCAATTTTATGCTCACTCATTGGAACGTGGGTTATTTTG 
CGCAGGCTAACCTTTTTCGGCGACGCTATGTCGCACGGCTTGCTCCCCGGAGTAGCCACG 
GCATCACTATTGGGCGGAAATCTCATGTTCGGCGCAGCAATCAGCGCATTAATCATGTCA 
GCCGGAGTGGTGTGGACCAGCAGAAAATCCAGCCTCTCCCAAGACGTCAGCATTGGCCTG 
CAATTTATTACCATGCTTTCCCTCGGCGTGGTTATTGTGTCCCACTCCGATTCCCACGCC 
GTAGACCTCACCAGTTTCCTTTTTGGAGACATTCTTGGCGTGCGACCCTCGGATATATTC 
ATCATCGCCATTGCAACAGTGTTGGGTGGATTGACTATTTTTCTCTTCCACCGACAGTTC 
ACTGCACTCGCTTTCGACGAGCGTAAAGCTCACACCTTAGGACTCAATCCCCGCTTTGCA 
CACCTACTCATGCTGGCACTGATCGCATTAGCTACGGTGGTGTCGTTTCAGGTGGTGGGA 
ACGCTTTTAGTGTTTGGACTTCTCATTGGTCCGCCCGCCACGGCTGCACTTTTAGTGCAA 
GACAAAGCAAGTATTTCACTGATCATGATCGTCGCGTCGCTTCTTGGATGCGCGGAAATT 
TACCTCGGGCTTTTAATCAGCTGGCACGCAAGCACTGCCGCGGGAGCCACTATCACTTTG 
TTAAGTGCTGCGATATTTTTTGCCACCTTATTGACAAAGAGTGCCATTAGTAGGTTAAAC 
TTCACCGCG 
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>RXN02 4 4 2-downstream 

T GAT AC T G AAAG AC AT T T T CAAT 

>RXN024 4 7 

ACAGTAGTTCCGGTGTACCTCGCTGAACTCGCACCACTAGAAATCCGCGGCTCCCTGACC 
GGCCGAAACGAGCTTGCTATCGTCACCGGCCAGCTGCTTGCCTTCGTGATCAACGCGCTT 
ATCGCCGTCACCCTACACGGAGTTATTGATGGAATCTGGCGCATCATGTTCGCCGTCTGT 
GCCCTCCCTGCCGTCGCCCTCTTCCTCGGCATGCTGCGGATGCCGGAATCACCACGCTGG 
CTGGTCAACCAGGGGCGTTACGACGACGCCCGCCGCGTCATGGAGACCGTCCGTACCCCT 
GAGCGTGCGAAAGCCGAAATGGATGAAATCATCGCGGTGCACTCTGAAAACAATGCGGCA 
CTTCCTGGTGTTAAGCAGTCTTCGGGCCAGGCTTCAGGCCAGGTTTCTAGCAAGCACACC 
CACATGTCCATCGGCGAAGTCCTCAGCAACAAATGGCTGGTTCGTCTGCTCATCGCCGGC 
ATCGGTGTTGCAGTTGCCCAGCAGCTCACCGGCATCAACGCCATCATGTACTACGGAACC 
CGCGTCCTCGAGGAATCCGGCATGAGCGCAGAAATGGCTGTGGTTGCCAACATTGCTTTC 
GGTGCCGTTGCCGTCATCGGTGGACTGATCGCACTGCGCAACATGGACCGCCTGGATCGC 
CGCACCACCTTCATCATCGGCCTGTCACTGACCACCACCTTCCACCTTTTGATCGCAGCT 
GCCGGCACTCTCCTTCCAGAAGGTAACTCCATTCGACCATTCGCCATCATGATCCTTGTT 
GTTGGGTTCGTGCTCTCCATGCAGACTTTCCTCAACGTTGCAGTGTGGGTGTGGCTGGCG 
GAAATCTTCCCAGTCCGAATGAAGGGTATCGGCACCGGTATTTCGGTATTCTGCGGTTGG 
GGCATCAATGGCGTCCTAGCGTTGTTCTTCCCAGCACTGGTCTCCGGCGTGGGTATCACC 
TTCTCCTTCCTTATCTTCGCAGTCGTCGGAGTCATTGCCCTGGCGTTCGTCACCAAGTTT 
GTTCCTGAAACCCGTGGCCGCTCACTTGAAGAACTCGATCACGCAGCATTCACCGGCCAG 
ATCTTCAAGAAGGCT 

>RXN02 4 4 7-downstream 
TAAACCCCCTCCGATCTCTTTGG 

>RXN02 4 55-upstream 

AAGCCTTCGTTATGGGAGGTCTCCCAGACACAATCGAATACGGGCCGGATATCCATCTCG 
G C T CAT C A C C CCGCTTTTTAT C AAG AAAG A T GAG G AC C T C 

>RXN02455 

TTGAAGCGTCTTACTCGCATCGCATCCATCAGCATGGCCTCCATGCTCGCCGCCGCAAGT 
CTCGTCGCGTGCTCCGGCTCCACCGACGAGGAAGGCGATGTTTACTTCCTGAACTTCAAG 
C C T G AA C AG G AC G T G G CAT AC C AG G AAAT C G C AAAG G C C T AC AC T G AAG AG AC C G G C G T T 
AAGGTCAAGGTCGTTACTGCCGCCTCCGGCTCCTAT GAGCAGACCCTCAAGGCCGAGATT 
GGCAAGGACGAAGCCCCGACTCTCTTCCAGGTCAATGGCCCAGCCGGCTTCATCACTTGG 
CAGGACTACATGGCAGATATGTCGGACACCGAGGTAGCTAAGCAGCTGACCGACGACATT 
CCGCCGCTGACCACCGAGGATGGCGAGGTACGTGGCGTTCCGTTCGCCGTCGAGGGCTTC 
GGCATCATCTACAACGACGAGATCTTCGACAAGTACATCGCCACGTCCGGCGCAAAGATC 
AAGTCCACGGATGAGATCACGAGCTACCAGAAGCTCAAGGAAGTCGCCGAGGATATGCAG 
GCAAAGAAGGACGAGCTCGGTATCGAAGGCGCCTTCGCCTCCACCTCGCTGACATCCAGT 
GAGGACTGGCGTTGGCAGACCCACCTGGCCAACGCTCCGATCTGGCAGGAGTACCAGGAC 
AAG G GAG T C GAG G AC AC C AAC GAG AT C GAG T T C T C C T AC AAC AAG G AG T AC AAG AAC C T T 
TTCGATCTCTACCTTGAGAACTCCACCGTAGAAAAGTCTCTTGCGCCGTCTAAGACGGTG 
TCTGATTCCATGGCTGAGTTCGCACAGGGCAAGGCCGCTATGGTTCAGAACGGTAACTGG 
GCATGGTCCCAGATTTCCGAGACTTCTGGCAACGTGGTCAAGGAAGACAAGATCAAGTTC 
CTGCCCATGTACATGGGTCTGCCAGATGAAGAAAAGCACGGCATCAACGTCGGTACCGAG 
AACTATTTGGGCGTGAACTCTGAGGCCTCCGAGGTCGACCAGCAGGCCACCAAGGACTTC 
GTGGATTGGCTGTTTACCTCTGAAGCTGGCAAGGAGCACGTGGTGAAGGACCTTGGCTTC 
ATCGCACCGTTCGAAAGCTACACCGCTGAGAACACCCCGAATGACCCCCTTTCTGAGCAA 
GTCGCGGAAGCTATCGCTAACAAGGATCTGACCACCTACCCGTGGAACTTCCAGTACTTC 
CCGTCCCAGCAGTTCAAGGATGACTTCGGCCAGGATCTGTCGCAGTACGCCTCCGGAAAG 
CTGAAGTGG 

>RXN02515-upstream 

GTGGCTAAGCACAGTTACTTGGCCAAGCTGGGCGGCAGAAAAACCGGCCCAGCTAATACT 
T C AG T T T AAAAT T C GC T T C AACC C T G AAAG AT T GT GAC AG 

>RXN02515 
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ATGAGCACTCTTGAAATCCGTAACCTGCACGCACAGGTCCTGCCGTCCGATGAGTCCGCT 
GAGCCTAAGGAAATCCTCAAGGGCGTCAACCTCACCATCAACTCTGGTGAGATCCACGCC 
ATCATGGGCCCTAACGGTTCCGGCAAGTCCACTCTTGCTTACACCCTTGGTGGACACCCA 
CGCTACGAGGTAACCGCAGGCGAGGTCCTCCTCGACGGCGAGAACATCCTGGAGATGGAA 
GTTGATGAGCGTGCACGCGCTGGTCTCTTCCTGGCCATGCAGTATCCAACTGAAATCCCT 
GGCGTTTCCGTTGCTAACTTCCTGCGTTCCGCAGCGACCGCAATCCGCGGCGAGGCTCCT 
AAGCTTCGCGAGTGGGTTAAGGAAGTCCGCACCGCTCAGGAAGCTCTGGCAATTGACCCT 
GAGTTCTCCAACCGCTCAGTCAACGAAGGTTTCTCCGGTGGCGAGAAGAAGCGCCACGAG 
GTTCTGCAGCTTGATCTGCTGAAGCCAAAGTTCGCGATCATGGATGAGACCGACTCCGGC 
CTTGACGTGGATGCACTGCGCATTGTTTCCGAGGGCATCAACTCCTACAAGCAGGAGACC 
GAAGGTGGCATCTTGATGATCACCCACTACAAGCGCATCCTCAACTACGTTAAGCCTGAC 
TTCATTCACGTTTTCGCGAATGGCCAGATTGTGACCACCGGTGGCGCTGAGCTTGCTGAC 
AAGC T C GAG G C T GAC G G C T AC GAC C AG T T CAT C AAG 



>RXN025 15 -downstream 
TAACATGTCCGATTTCCTCAATG 



>RXN0254 9-upstream 

GCAGTCGCAGTAGTTGGGGTTTCAATGATCTCAGGGCAGGACACTGTTCCCACTGGTAAC 
GCCGTAACTGCAGACGATGCCCTGCTCGGTGGCCCTGAGT 



>RXN025 4 9 

ATGGTTCACGCGAAGCAGACTAAGAAGCCACTTCCCCGTTTTCTTCACTCGGCGCATTTC 
TATGTCTGGATTGTGCTGGGTTTTGTGGTGTTTGCGCAACCTTATGGTCAGGTTGCTGCC 
GATACTAAACTAGATTTGCTGCTCAACCCCGCAGGATTTTTAACCGGTGCGCTTCATGCG 
TGGACTGACACGTTCACCTTGGGTCAGTTGCAAAACCAAGCTTATGGCTATCTGTTTCCC 
CAAGGGTTTTTCTTCCTCATAACTGATTTCCTCCCTGACTGGATTGCGCAGCGACTGTGG 
TGGTGGCTTGTTCTTGGCCTGGGATTTTCTGGATTCTACGCACTGGTAGCCCGGCTGGGG 
ATTGGCAATCCTGCATTCAGGGTGATCGCCGCGCTGCTGTTTGCTCTGTCCCCGCGCACG 
CTCACCACCCTCACTGCAATCTCCTCCGAAACTTGGCCTATCATGCTCGCGCCATGGGTA 
TGTCTGCCTCTGCTTTCGCGAAATGTGGATGCACGGGCCATCGCGTTGTCCTTACTTCCC 
GCGGCATGCATGGGTGCAGTTAATGCCACCGCCACGATGGCAGCACTCATCCCGGCAGCG 
CTGATCTTGCTGTATAGAGGGCTCTTCTTAAGGCTGCTTCTGTGGGGAATGGGCGTTCTC 
GCTGTTAATTCATGGTGGATCGGACCTTTGTTGGTGCTTGGCAAATACGCCCCGCCCTTC 
ACCGAATTCATCGAAAGTTCCTCCGTCACCACTTCCTGGCTCAACCCAGTAGAAATACTC 
C G C G G AAC C AC C AG T T G GAC AC C C T T C G TAG AC AC T G AAC GAC AAG C C G GAT AT C T C C T G 
GTCAACGATGCTCTCTTTGTCACCCTCAGCGTTCTCGTCGCAGCCCTCGGCTTGATCGGC 
CTCACCTTGATGAAACACCGTGGACTGTGGGCATTCATGCTGGCCATCGGACTCCTCATC 
CTCGGCAGCGCCCACCTAACGGCTGTTCAAGAATTCCTCGACGGCCCAGGCGCAGCACTT 
CGAAACATCCACAAATTTGATCTATTAGTCCGCATGCCGTTGATGGTGGGCGTTGCCGCA 
TTGGGGTCGCATATCAGTCTGCCCTTGCTTGGGACGACTGCATTGACCAGCGGACAAGGC 
AAACACCACACCATCCCGCTGCCTCTCCAAAAACGCCAAGCCGCAGGACTCCTCGTGGTG 
ATCATCGCTGTCGGTGCTCTTGCTCCCGCATGGTCGGCACGGCTGCTACCTCAGGGAACG 
TGGGATGAAGTGCCTGACTACTGGTACGAAGCCACAGAATTCCTCAACCAAAACGCCACA 
GGCACCCGCACGTTGATTTGGCCTAGCTCGCCGTTTGCCCGCCAGGACTGGGGATGGACT 
CGGGATGAACCAGCTCAACCACTTCTTGATGTTCCGTGGGCTGTCCGCGATGCCATTCCT 
TTGGTTCCCCCGGAGGCGATTCGCGGATTAGATGGTCTCGACGACCTAGGCACTCTAGGC 
ACCGGTCTAAACGACGAGGCTTTAAAACGTCTAGGCATCGGCGCAGTACTGGTGAGGCAT 
GATCTGGAAGCCGACCCAGATATTGAGGTGGATCTGCCTGGGGAAAAGCACACTTTTGGC 
TCCCAAGGCCAAGTAGACGTCTACCTCACCGACCCCGACCGCAATATGTGGATCACTTCC 
GGCACATCCAAGCAGCTGCCCACCGTCGCTGGCGGCGGCGAAATCCTCTCGCTCCTAGAC 
AC CAT C AAC G GC T AT T C C C C G AGG AC T T T G G T GAG T G AG AAT GC C C AG AT C G T C AC C GAT 
ACCCCTCAGCTAGTCGGCACA7VATTACGGCGATGGCACCAGTTCCGCAGCATTGGCCAGC 
CTTGATGAGACTGAGGTGAAAAACCGCATCGTGGATTATCCTTCCGCGGGGCCAATGACG 
CAGGTGGTGCAGGAAGGTTCCATCACGGCGTCTTCGTCTGGTTCCGATGCCACTTCTTTC 
GGCGGCGCGGATCCTGATCGTTCCCTTAATTCACTTCTTGATCATCGTTACAACACCGCC 
TGGTACCCGACACCTGGCGATACGTCTCCGTGGCTCGAAGTCTCCGGTACCGGCACCACA 
TTATCGATCTCCCCCCGCAGCACCGTCACCGCCACCATCACCTCCGGCGATTCCGTGATG 
GTCCGCGAGTTCGAAAAAGGCCGCACCACCACAGTTACGTTGGCGGAGCCTGAAGCTCGC 
ATTGAATTCGATGGTTTCGTAGGAATTTCCGAGCTGTCCCTAGAGGGTCTCAGCCGCACC 
ATCACTGTGCCGGAGACCTCTCCTGACGTGCAGCAATTCGTTTTCCAACGCCTCACAGTG 
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CCCACCTCGTTCCTCGACCGCACTTTCACAGTCCCCCGCCACATGTCCGTCACCGTGGAG 
GCCCAATCCTGCGTCACATTGGAACTCGACGGCGATCGCATCGACTGTGGCCCCTCGAAC 
TCACCCCCGGAACCCACACGCTGCGCACCCAATCGGAATGGGTCACCCTCACCGAATCCG 
CTCCGCTCGCCGCTGTTCAGCCAGCAACAAACATCGAGGCAGCACCCACCGACCGCGTGC 
TCGTCACCACGCGCGCTTTCAATTCAGGTACCAGCGCGCTTATCGACGCCACCCCCCTTT 
CCCCAATCCAACTCGACGCCTCCTCCCAAGGTTTCATCATCCCCGCGAACGCCTCCGGCG 
AGT 

>RXN025 4 9-downstream 
TGAGCTTCGCTTTCGACGGCGAA 

>RXN0257 0-upstream 

CCATTGTTATGCTCATTGTGTTTGTGGTGGTCAAGTCGCTACCCAAGCGCACCACTAGGG 
CATTGGTTCCGCAGCGGGTTCCGGAGGACGTCGCTTAAAC 

>RXN02570 

ATGAATCCTTTGACATGGATCATTGGCGCATTCAGCATGTGGATCGTGGTGCTGGGCGTT 
AATAAGCTTGGTTTAAGCATCGCAGTGATCATCATCGCGCAGGTCGTGGCGATGATTCGG 
GTGCGCAATGTATCTGTGTTGGCTTCAACAGCATTGTTATCGGTTCCTGCATTGGCCTCG 
ATGGCGCTGATTCACATGCCGTATTCTTCCGACGGCTGGTTGATTGCTCTTACCTTGACG 
GCTCGTTTTAGTGCGTTGATGTCTATTTTCCTCCTTGCAGCAACAGCGATTACTATTCCT 
GAGCTGGTGAAATCCCTATATCGTTGGCCCAAGCTGGCGTATATCGTGGGTTCTGCATTG 
CAGATGATTCCGCAGGGTAAACAGACCTTGGCGTTGGTTCGTGATGCCAATGCTTTGCGC 
GGGCGCAGCGTTAAAGGTCCCGTGCGCGCGGTGAAATATGTGGGTTTGCCCCTGATTACA 
CATTTACTTAGTGCAGGTGCCGCGCGAGCGATTCCCTTGGAGGTCGCAGGCCTGGACAGG 
CCGGGGCCGCGTACGGTGTTGGTTGAGGTGGTGGAGGGGCGCGTCGAAAAGCATTGTCGC 
TGGTTGTTGCCGCTTTTGGCAGTCGGGATGGCGTGGTGGCTC 

>RXN0257 0-downstream 
TAACTCAAATCGTCGGACCGTCC 

>RXN025 95 -upstream 

GTGGGTAAAGGGGACTCCGAGGAAGTCCACGTCGTCTTCTTTCGCGGCGCTGAGGATGGT 
TTCGCGGATTTGTGCGGGGGAGTGGGTGGGAGAGAAAACG 

>RXN02595 

GTGATCGTTGTGGCCATGGCTTCCATTATGGCTTGTTTAAAAGCAGCTAGACTGAATAAC 
CCTATG7VAGATCCTTTTGTTGTGCTGGCGTGATACCACTCATCCTCAAGGTGGCGGAAGT 
GAACGCTATCTGGAGCGGGTGGGTGAGTTTTTGGCGGATCAGGGCCATGAGGTGGTGTTT 
CGTACTGCTGGGCACACGGATGCGCCACGGCGTTCTTTCCGCGATGGTGTGAGGTATTCC 
AGGAGCGGTGGGAAGTTTAGTGTGTATCCCAAGGCGTGGGTGGCCATGATGTTGGGTCGT 
GTGGGGATTGGCACGTTTTCCAAGGTTGATGTGGTGGTGGATACGCAGAATGGCATTCCG 
TTTTTTGGAAAGTTTTTCTCCGGTAAGCCGACTGTGTTGCTCACGCATCATTGCCATAAG 
GAGCAGTGGCCGGTGGTGGGTCGGGTGCTGGCGAAGGTTGGTTGGCTGATTGAGAGCCAG 
ATCGCGCCGCGCGCTTACAAAACTGCGCCGTATGTGACTGTTTCAGAGCCGAGCGCTGAG 
GAGCTCATTGCGTTGGGTGTGGATCAGCAGCGGATTCATATCGTGCGCAATGGCGTGGAT 
CCCGTGCCGCTGCACACGCCGAAGCTGGATCGCGATGGCCAGCATGCGGTGACGTTGTCG 
CGCCTGGTTCCGCACAAGCAGATTGAGCATGCGATGGATGTCGTCGCGGCGCTCGACGGC 
GTGGTGCTGGATGTAGTCGAAAGCGGTTGGTGGCAGAAGGAACTGGTCGATTATGCCCGC 
ACGCTGGGTGTGAGCGATCGCGTGGTTTTCCACGGCCAGGTCGCCGAGGATCACAAGCAC 
GCCCTGTTGGAGCGCGCCACGATTCATCTCATGCCTTCGCGCAAGGAAGGCTGGGGCCTG 
GCGGTCACGGAGGCGGCGCAGCACGGCGTTCCGACGATCGGTTACCGAAGCTCAGGCGGC 
CTGCGCGATTCCGTCGTCGACGGCGAAACCGGCCTGCTTGTCGACTCCAAGGCCGAGCTT 
ATTTCAGCCACCAAAACCCTGCTTATCGACGCCTCCCTCCGCTCCAAGCTCGGCGCCAGC 
GCGAAGCAGCGCGCCGAAAACTACAAGTGGGACACCGCGGGAGCGCAGTTCGAGGAACTA 
CTTCTTGGTCTTGCGTCGAAAAAG 

>RXN025 95-downstream 
TAGTCCCAGCGGCAACGCCATCC 

>RXN0 2 614-\ipstream 
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TCATTGTATACGCCACCCTCGGTCTGCTGTCTGAAGCGCTGATCAGAGCTTGGGAACGTC 
ACACCTTCCGCTACCGAAACGCATAAGAAAGTTGCTCGCC 

>RXN02614 

ATGACTGCCACATTGTCACTCAAACCCGCAGCCACTGTCCGTGGATTGCGCAAATCATAC 
GGAACTAAAGAAGTCCTCCAAGGAATCGACCTCACCATCAACTGCGGCGAAGTAACCGCG 
CTGATCGGACGCTCAGGTTCAGGAAAATCCACCATCCTGCGCGTGTTGGCGGGCCTATCT 
AAAGAGCATTCCGGCTCTGTAGAAATTTCCGGAAACCCGGCCGTTGCCTTCCAAGAGCCT 
CGCCTGTTGCCGTGGAAAACGGTGCTCGATAATGTGACCTTTGGCCTCAACCGCACTGAT 
ATTTCCTGGTCAGAAGCACAAGAACGCGCCTCGGCACTGCTTGCAGAAGTCAAACTTCCC 
GACTCCGACGCCGCCTGGCCCCTCACGCTCTCCGGCGGCCAAGCCCAGCGCGTCTCCCTT 
GCGCGAGCGCTCATCTCCGAGCCAGAGCTTTTGCTTCTCGACGAACCCTTCGGCGCCCTC 
GAT G C T C T G AC AAG AC T G AC AGC C C AAGAC CTGCTGCT C AAAAC C G T GAAC AC C C G AAAC 
TTGGGAGTTCTGCTGGTCACCCATGATGTTTCCGAGGCCATCGCCCTGGCCGACCACGTC 
CTTCTTCTTGACGACGGCGCCATCACACACAGTTTGACTGTAGATATCCCCGGCGATCGC 
CGCACCCACCCCTCCTTTGCCTCCTACACCGCTCAACTCCTTGAGTGGCTCGAAATCACC 
ACACCTGCC 

>RXN02 61 4 -downstream 

T AGAAAG AAAT CAT GAAAT T TAA 

>RXN027 95~upstream 

GCGGTGTGGCCCGGTGCTGCGATCGCTTTGACGGTCCTTGGTTTTAATCTTTTCGGTGAT 
GGTTTACGCGATGCCATCGATCCAAAGCGGGAGGTCGGCC 

>RXN027 95 

GTGCTTAAAGTTTCTGATTTAACGGTTGGCAACAATTTTGTCCACAACGTCTCCTTCGAG 
GTCAACCCCGGCGAACGCGTCGGCATCATCGGCGAGTCCGGCTCAGGCAAATCACTCACC 
GCGCTATCCATCATGGGTTTAACTGACCTGCCGACCACCGGCCAGATCACCTTCAACGGC 
AAACCCTCCGCTACATTCCGTGGCACCCGCATCGCCATGGTTTTCCAAGAACCAATGAGC 
GCACTCAACCCGCTCATGCGCATCGGCCGCCAAATCGAAGAAATGATGACCCTGCACGGG 
GCAAGCAAAAAAGACGCGCGGGCGCGCTTAAAAAGCTTGCTTATCGACGTCTCCCTCCCC 
GAACGCACCGCTTCGGCCTACCCACACGAACTTTCAGGCGGGCAACGCCAACGCGCACTA 
ATCGCAATGGCGCTGGCCAATGATCCTGACCTGTTGATCTGCGATGAACCCACCACGGCT 
TTGGATGTGGTTGTGCAAAAACAAATCGTCGATCTGCTGCTGCGTCTCACCAAAGAACGT 
GGCACCGCTTTATTGTTCATCACCCACGATCTTGGACTCATCGCGCGCACCTGCGAACGC 
TTATTGGTGAT GAAATCCGGCGAAACCGTAGAACGCGGCGACACCGAGGCAATTCTTCGC 
TCCCCCGCCCATTCGTATACCCAACAGCTCCTTGATGCTTCAATCCTTGACCAGCCAGAA 
ATCGCCTCAGATTCTGGCGCGCCGGTAGTGATTGATGTGGAGGAGGCGTCGAAAAGCTTT 
AAAGAAACCACCGCCCTCCACAAGGTTTCATTGGCGGTGCGCAAAGGTGACCTGCTTGGA 
ATAGTCGGCGGATCAGGTTCCGGCAAAACGACTCTGCTGAAGCTCATCGCCGGTTTGGAT 
AAGCCCACAACCGGTACCGTTGCGGTAACCGGTGGTGTGCAGATGGTGTTTCAGGATCCC 
C AA T C AAGC C T C AAC C C AC G GAT G AAAAT C AAAG AC AT TGTCGCC G AA C C AC TGCTTGGT 
T G GAAC GC GG C G GAG AAAAC C AC AC GGGTTGCG G AAG T CAT C AC C C AAG T G G G AC T GAG C 
CCCGATGTCTTAGATCGCTACCCCCACGAATTCTCCGGAGGACAGCGCCAACGAATCTCC 
ATCGCCAGAGCCCTCGCCATCAAACCAGCGATCCTGCTTGCCGACGAACCTGTCTCCGCC 
CTCGATGTGTCCGTACGTAAACAAGTACTGGATCTTCTCCAACAACTCGTCGAAGAATAC 
GGCATCACCTTGGTGTTCGTCTCCCACGATCTGGCAGTGGTGAGACACCTGTGCACAACC 
GTGTGGGTGATGGAACAGGGACGAGTCCTTGAGCAAGGGCCCATCGATTCGGTTTATGAT 
CACCCACAGACCGAATACACCAAGGAGCTGCTTGATGCCGTTCCGCGGTTGAGCCTT 

>RXN02 7 95-downstream 
TAAACCAGCGCAGATGACAACGC 

>RXN02 925-upstream 

AAACCGTCCACCGGGCAATTGAGGAGACCGGCTACACCGTCTTGTCCTGATCGATTCACC 
CATCATCTCGACCCCGACCGGGTTGAGCGGAAGGAACCTC 

>RXN02925 

A T GAG C AC T C C C C AC C AC C AC GG T GAT C AC CCCGCTCC GG AAAC AG AC C AC AC C C AC C AC 
CCGAATCATGCCGGTCACGAGCACCATGCGGATGCCGCCACCCACGGCCAGGCCATGCCG 
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C AC G AT C AT C C G C AT T C C AC T G T C GAT GAAGAACAT C AG G T C C AC AG T C AC GGT G AAC AC 
GCCGGCCACAGCGCCGCGATGTTCCGGGACCGCTTCTGGTGGTCGCTGATCCTGTCGGTT 
CCGGTGGTGTTCTTCAGCCCGATGTTCGCCGACCTGCTGGGATATAATATTCCGGAGATT 
CCGGGAGCCTACTGGATTCCTCCGGTCCTGGGCACGATCATCTTCCTCTACGGCGGCACC 
CCCTTCCTCAAGGGCGCAATGACCGAGCTGAAATCCCGCCAACCGGGCATGATGCTCCTG 
ATCGCCATGGCGATCACCGTGGCGTTTATCGCCTCCTGGGTCACCACCCTGGGGCTGGGC 
GGGTTCCACCTAGATTTCTGGTGGGAACTGGCCCTGCTGGTGACCATCATGCTGTTGGGC 
CACTGGCTGGAGATGCGCGCTCTTGGTGCAGCCTCCTCCGCGCTTGACGCGCTGGCAGCG 
CTCCTGCCCGATGAGGCCGAGAAGGTCGTCGACGGGACCACCCGCACCGTAGCGATCTCA 
GAGCTGGCCGTCGACGATGTCGTGCTGGTCCGAGCAGGTGCCCGCGTCCCGGCCGACGGG 
ACCATCATCGACGGAGCGGCCGAATTCGATGAGGCCATGATCACCGGCGAATCCCGACCC 
GTCTACCGGGATACCGGTGAGACCGTGGTGGCCGGCACCGTGGCCACCGACAACACCGTC 
CGTATCCGGGTGGAGGCCACCGGTGGGGACACCGCCCTGGCAGGCATCCAGCGCATGGTC 
GCCGACGCCCAGGCCTCCTCCTCCCGGGCCCAGGCCCTGGCCGATCGAGCCGCAGCCTTA 
CTGTTCTGGTTCGCCCTGATCACGGCCCTGATCACCGCCGTGGTCTGGACCATCATCGGC 
AGCCCCGACGATGCCGTGGTCCGCGCGGTGACCGTGCTGATCATCGCCTGCCCGCACGCC 
CTGGGCCTGGCCATCCCGCTGGTCATCGCGATCTCCTCCGAGCGCGCCGCGAAATCCGGG 
GTGCTCATCAAGGACCGCATGGCACTCGAGCACATGCGCACCATCGACGTCGTCTTGTTC 
GATAAGACCGGCACCCTGACCGAAGGCGCACACGCCGTCACCGGCGTGGCTCCGGCCACG 
GGTATCGCCGAGGGTGAGCTGCTGGCCCTGGCCGCCGCCGCTGAGGCCGATAGTGAGCAC 
CCCGTGGCCCGCGCGATCGTGACTGCCGCGGCCGCACACCCGGAGGCCTCGCAGCGTCAG 
CTGCGCGCAACCGGTTTCACCGCCGCCTCCGGCCGCGGGATCCGGGCCACCGTCGACGGT 
GCCGAAATCCTCGTGGGCGGGCCGAACATGCTACGCGAGTTCAATCTGACCACCCCGGGT 
GAGCT.CGCCGACAT CACCGGTTCCTGGGCACAGCGAGGTGCCGGAGTGCTACATGTCGTC 
CGCGACGGTGAGATCATCGGTGCGGTGGCAGTGGAGGACAAAATCCGCCCCGAATCCCGC 
GCGGCGGTACGCGCCCTGCAGGCCCGCGGGGTGAAGGTGGCGATGATCACCGGTGACGCC 
ACCCAGGTCGCCCAGGCAGTGGGCAAGGATCTGGGGATCGATGAGGTCTTCGCCGAGGTT 
CTGCCGCAGGACAAGGACACCAAGGTCACCCAGCTGCAGGAGCGCGGTCTGAGCGTGGCC 
ATGGTCGGCGACGGTGTCAATGACGCCCCGGCCCTGGCCCGGGCCGAGGTCGGTATTGCG 
ATTGGCGCGGGTACAGATGTGGCGATGGAGTCCGCCGGGGTGGTCCTGGCCAGTGATGAT 
CCCCGGGCCGTGCTGTCGATGATCGAGCTCTCCCATGCCAGCTACCGCAAGATGGTCCAG 
AACCTGGTCTGGGCGACCGGGTACAACATCGTGGCCGTTCCGCTGGCCGCCGGTGTGCTC 
GCCCCTATCGGTGTGCTGCTTCCCCCGGCGGCGGCCGCCATCTTGATGTCCCTGTCCACG 
ATCATCGTCGCCCTCAACGCCCAGCTGCTACGCCGGATCGACCTGGACCCGGCTCACCTA 
GCTCCGACCGACGGGAAGGAGGAGAAGGCTGCTGTGAGCTCTGCAGCCCCCGTCCGC 

>RXN02 92 5 -downstream 
TGACTTTCAATGCTTCATGGACT 

>RXN02 933-upstream 

TGATCTGCTGTATCAGGTGGTTGATCCAAGAGTCGGTGCTGTTGGGGTTGCTAGCACTAA 
GGTTCCAGGGAGCGTGGCTTAAGTGACAACGATCAAAAAC 

>RXN02933 

ATGCCCCTTTCAGGGAAAATCGGCGGCTTCATCGTTGCCGTTGTATTTGTTCTTGCTGCG 
CTGTCTTTCATTTGGACTCCGTTTGATCCAGTTCAAGCTTTCCCACAGGAGCGCCTTGAG 
GGAAGTTCTTTGAGGCACCTGTTGGGAACGGATCGTTATGGTCGCGATGTTTTATCCCAG 
ATCATGGTTGGTTCCCGCGTCACGTTGTTGGTGGGCATCATTGCGGTGGCGATCGCAGCA 
TTAATCGGCACGCCACTGGGTATTGCTGCGGGAATGCGCCGTGGCATGGTGGAAACCTTT 
GTCATGCGTGGTGCCGATTTAATGTTGGCGTTCCCAGCACTGTTGTTGGCGATTATTTCC 
GGCGCCGTTTTCGGCGCCTCCACGTGGTCCGCGATGGTCGCGATCGGCATCGCAGGCATC 
CCTAGTTTTGCCCGCGTGGCTCGTGCAGGCACATTGCAGGTGACCAGTCAGGATTTCATC 
GCAGCTGCTCGGCTATCAAAAGTAAGTTCCGCCCGGATCGCGCTTCGCCATATTTTGCCC 
AACATCACCAGCATGTTGATCGTTCAGGCATCAGTAGCTTTTGCCCTGGCGATCCTGGCG 
GAAGCCGCATTGAGTTTCCTCGGTTTGGGCACCACTCCCCCGGATCCCAGCTGGGGTCGC 
ATGTTGCAAACCGCTCAAGCATCCATCGGCGTCACCCCCATGTTGGCGGTGTGGCCCGGT 
GCTGCGATCGCTTTGACGGTCCTTGGTTTTAATCTTTTCGGTGATGGTTTACGCGATGCC 
ATCGATCCAAAGCGGGAGGTCGGCCGTGCT 

>RXN02 933~downstream 
TAAAGTTTCTGATTTAACGGTTG 
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>RXN02 94 5-upstream 

TTCCGGTGCGATCCTTGCCGGCCTGCTCAGCTGGTACCTGGTCCGCGCGTTGGCGAGGAC 
TGGTGCACTTGATCGTTTCGCCGCTGGCCGCGAGGTATAA 

>RXN02945 

ATGACCACCGCACTTGGAACGCGCGTTGTTGCGCGCAACTTTGGCTACCGCCATGCTTCC 
CGGGAAAACCCCGCGCTCAAAGACATCAACTTCGAGATCGCACCTGGTGAACGCATCCTG 
CTCACCGGCGCTTCCGGCGCCGGAAAATCCACGCTACTCGCCGCGCTCGCTGGCGTTTTA 
GGCGGTTCTGATGAGGGCGTTTCTACGGGCGAATTGCTTGTCGACGCCCCCTCCATCGGT 
TTGGTTCTCCAAGATCCAGATTCCCAAGTCATCGCCTCCCGCATCGGCGATGATGTGGCG 
TTTGGCTGCGAAAACCTCCAAATTCCGCGCGAGGAAATCTGGCCACGGGTGGAACGAGCA 
CTTGAATTGGTGGGCTTGGATCTACCACTGAGCCACCCCACGAAATATCTTTCCGGTGGC 
CAAAAACAACGCCTCGCTCTTGCCGGTGTGATCGCCATGGGTGCTCGTCTGATTCTGCTT 
GATGAACCCACCGCAAACCTTGATCCTCAAGGCCAAAAAAATGTGGTCGCAGCAGTGGAT 
CGCGTTGTTCAGGAAACTGGAGCAACACTCATCGTGGTGGAACACCGCCATGAGCTGTGG 
GTCAACATCATTGACCGGATCATCAGTATTACTGACGGCGAAGATGTCCAACCTGCAGAG 
TTGATCAAGGTGGGCCAGTTGCCTGGGGCGCAGCCGTCGACAAGCAAACCGATCTTGTGG 
GCGAATGATTTGCTGTGCACCTGGGGCGGCCTGCGTAGTTTTGAGGTGCCGGAAGGCGCC 
TCGACGGTGATCACCGGGCCGAATGGCGCTGGAAAATCCACACTTGCGCTGACCATGGGT 
GGATTGCTTCCGCGAAAAGTGGGCAGCTGGAACTCTCTGACACGGTGCGCGGCGGCCTTA 
ACACGCCCCCGCACAAGTGGCGTTCAGCTGATC 

>RXN02 94 5-downstream 
TAGCTGCACGTATTGGCACTGTC 

>RXN02 97 5-upstream 

TCGTCGGTGCAGTCCTCGGATTGCTTAAGTTGTAGGTGGCTGGGGGCGTCGAAAAGCAGC 
T T TAT T GAC CT G GC AAC T T C AAT T GAT AGAC T GT T AG GT T 

>RXN02975 

GTGATTGTCACCAATGATTTAGAGGTGCGCGTTGGCGCACGTACCCTTCTCGATGCCCCA 
GGTCAGCTCCTTCGGGTGCAGCCAGGCGACCGTATTGGTCTGGTTGGTAGAAATGGTGCG 
GGCAAAACCACCACCATGCGAATCCTCTCGGGCGAAACCAAGCCCTACGGAGGATCCGTA 
ACCACATCTGGTGAAATCGGTTACCTGCCCCAGGACTCCCGCGAAGGGAACATCGAACAA 
ACCGCCCGC 

>RXN02994 

ATCAAGATGACGGGAGTGCAAAAATACTTCGGCGACTTTCATGCCCTTACGGATATTGAT 
CTTGAAATTCCCAGAGGACAAGTTGTCGTCGTACTTGGACCATCCGGATCCGGCAAGTCA 
ACCCTTTGCCGCACGATCAACCGTCTCGAAACCATCGAGGAAGGCACCATCGAAATCGAT 
GGAAAGGTTCTCCCAGAAGAAGGTAAAGGCTTAGCCAATCTCCGCGCCGATGTCGGAATG 
GTATTCCAGTCCTTCAACCTCTTCCCCCACCTCACCATCAAAGACAACGTCACTCTTGCA 
CCCATCAAAGTGCGAAAGATGAAAAAGTCTGAAGCCGAAAAGCTTGCGATGAGCCTGTTG 
GAACGCGTCGGCATCGCAAACCAAGCTGATAAATATCCGGCGCAACTGTCCGGCGGTCAG 
CAACAGCGTGTGGCCATCGCGCGCGCAGTTGCGATGAACCCAAAGATCATGCTTTTCGAC 
GAGCCCACCTCCGCCCTTGACCCTGAAATGGTCAACGAAGTGTTGGACGTCATGGCAAGC 
CTTGCCAAGGAAGGCATGACGATGGTGTGTGTTACCCACGAGATGGGATTCGCACGCAAA 
GCAGCCGATCGTGTGTTGTTCATGGCGGATGGGCTCATTGTGGAAGATACGGAACCAGAT 
TCCTTCTTCACCAACCCTAAGTCTGATCGTGCAAAAGACTTCCTCGGCAAGATCCTTGCC 
CAC 

>RXN02 9 94 -downstream 
TAGTTTTTGGCTGCGCCTCTATC 

>RXN0302 0-upstream 

CGCCGCAGCAGGACTCATCGGTGCCGCCATTTCACTCGGCCCCATCCTTCGCGTCGAACC 
AC G C T C C G CAC T CAT G AAC G C AT AAG AAAAGG AA C C T C A C 

>RXN03020 

ATGACTCTCCACGTTTCAAATCTCAATCTGACCGTCGCCGACGGATCCACCTCACGCACC 
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CTGCTCAACAACATACACTTTTGGATGTCCAACCAGGCGAAGTCGTCGGTATCACCGGCC 
CATCCGGCTCCGGAAAATCCACCCTACTCGCCGTCCTCGGCTGCCTCCAAAGCGCCCGAT 
TCCGGCACCGCGACGCTCGGCGACATCGACCTGCTCAACCCCCAAAACCGAGCTGCTTTA 
CGACGCAACCACCTAGGAATTGTCTTCCAACAGCCAAACCTGCTCCCCTCGTTGACTGTC 
CTCGACCAACTGCTGCTCATTCCCCGGCTCGGCAGGATCCTCCCGCCCAGCCGCAGCGCA 
C G C AC C C AAC AC AAAG AC AAAG C C C T T T C A C T T C T G AAC T C CAT C G G AC T C G G C G A C T T A 
GCAAAACGCAAGGTCAGCGAACTATCCGGTGGACAACAAGCCCGCGTTAACTTGGCCCGC 
GCGCTGATGAACTCCCCCAAGCTCCTGCTTGTCGATGAACCCACCGCCGCCCTCGATCAA 
CATTCCGCCAGCGAAGTCACCGAACTAATCGTCTCGATGGCCCACCAATACAACGCCCCC 
ACA 

>RXN03 0 8 0-upstream 

CTTGCAAACAGGCGTGGTGGTGGCGTTCATTGGCTCACCAATTTTCCTTTATTTACTGCT 
CAGCATGCGCAAGCGACGCGGATTGGGGCTGTAAAAACTC 

>RXN0308 0 

ATGCCTCAATTAGTTGAAATTCGTGATCTCAACGTTGAATTCCCCTCTCGCCATGCAGTG 
AAAAACGTGTCTTTTTCTGCACCTGCTGGAAAAGTCACCGCACTGATTGGCCCAAATGGT 
GCTGGTAAAAGTACTGCCCTTTCGGCGATTGCAGGATTGGTTGAATCCACCGGCGAGGTA 
ATGGTTGGTGGGAGTGGGGTTGCGTCGAAAAGCGCTAAAGCCCGAGCCCGCCTGCTCTCA 
CTCGTGCCGCAAAACACCGAGTTGCGCATTGGTTTTAGTGCACGCGACGTTGTCGCGATG 
GGCCGCTACCCGCATCGTGGCCGCTTCGCCGTGGAGACCGACGCAGATCGACGCGCCACC 
GATGACGCCCTGCGCGCCATCAACGCGCTCGACATCGCCGAGCAGCCCGTCAACGAATTA 
TCGGGCGGCCAGCAGCAGCTCATCCACATCGGCCGAGCGCTCGCCCAAGACACCGCCGTC 
GTGCTTCTCGACGAGCCCGTCTCCGCCCTTGATCTACGGCACCAAGTTGAAGTCCTTCAA 
CTCCTGCGCGCCCGAGCTAATTCCGGCACCACCGTGATCGTCGTCCTTCACGATCTCAAC 
CACGTTGCCCGTTGGTGCGACCATGCAGTGTTGATGGCCGACGGCGAAGTTGTCTCCCAA 
GGTGACATCCGCGAGGTGCTCGAACCTGCCACACTGTCCACCGTGTACGGACTGCCCATT 
GCGGTGCGCGATGATCCCGAAACCAGCTCACTTCGCGTGATCCCGCATCCAAATCCCTTT 

>RXN0 308 0-downst ream 

T G AT T G AAAG T T T G AC T T AAAAA 

>RXN03081 -upstream 

ACGGACTGCCCATTGCGGTGCGCGATGATCCCGAAACCAGCTCACTTCGCGTGATCCCGC 
ATCCAAATCCCTTTTGATTGAAAGTTTGACTTAAAAACCC 

>RXN03081 

ATGAAAAAATCACTCATCGCCATTGTTGCCAGTGCGCTCGTGTTAAGCGGCTGCACCTCT 
GATTCTTCTGACTCTTCCGGCACTTCCGGAACTGTGGAAACCACTTCGAT TACAACCAGC 
GTTGCCGCAGCTGACGGCGCATTCCCACGCACCGTCACACTCGACGATTCCTCCATCACC 
TTAGAATCCAAACCAGAGCGCATCGCCGTACTCACCCCAGAGGCAGCATCCTTGGTTCTC 
CCCATCACAGGCGCCGACCGCGTCGTGATGACCGCCGAAATGGACACCGCTGACGAAGAA 
ACCGCAGCTCTGGCCTCCCAAGTGGAATACCAAGTCAAAAACGGTGGCAGGCTCGACCCC 
GAACAAGTTGTCGCCGGCGACCCAGATTTGGTGATCGTCAGTGCGCGTTTCGATACCGAA 
C AAGG C AC CAT C G AC AT T T T G G AAGG C C T C AAC G T C C C G 

>RXN03081-downstream 

T AG T T AAC T T C GAT T C AG AC G C T 

>RXN0 3 108 -upstream 

CAACCAGCCTGCCACGTTGCTGGATGGACCGTCGTAATCATCGGCATCACCGGCTTAATC 
CTTGACCACCTCATCGGTGAGTTGCAGAAAGTAGTTCGCT 

>RXN03108 

ATGACTAAACCAAACGCTTCCGTCGAGCTGAATACGATCACCAAGTCCTACGGCTCCACC 
ACTATCATTGGCGATACGAGCATCACCATCAACGACGGTGAATTCGTCTCCCTCCTCGAC 
CCTTCCGGCTGCGGAAAATCAACAATTCTCAAAATGATCGCCGGACTGGCCTCCCCATCC 
ACCGGCACAGTCAGCGCAGGCAACGAAGAAATTAAAGGACCAGGACCTGACCGAGGCATG 
GTTTTCCAAGACCACGCCCTCCTGCCC 
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>RXN03 108 -downstream 
TGATTGACCGCACGCGGCAACAT 

>RXN03116-upstream 

AGGGGAATGGCTTAATATCGTAGGTCCCAACGGCTGCGGAAAGAGTACGTTGCTGCACGC 
T T T T G C T C AG G T AC T G T C AC T G G AAT C GG G AAG G C T G AAA 

>RXN03116 

ATGGGGGAGGGGGACGTCGAAAAGCATTTTGCTTTTGGTCTTAAAGCTGCGAAGCAGCGT 
CGCTTTTTCGCGCGTACCGTGGCCCTCATGCCACAGAATCCTACTATTCCTGCAGGTCTG 
AGCGTTTTTGATTATGTGCTGCTGGGGCGTCATCCGCACAGTTACGCGCCGGGGCGTGCT 
GATGATGAGATCGTGAAGCGGTGCCTCGCTGATCTGAAATTGGAGCATTTCAGCGACCGC 
GGCTTAGACGAATTGTCCGGCGGCGAGCGTCAACGCGTCAGCCTTGCCCGCGCGCTCGCC 
CAAGAACCGCGCATCGTGCTTCTCGACGAGCCGACCTCCGCGCTTGACATCGGCCATGCG 
CAGGAAACGCTTGAGCTTATCGACGCCATCCGGCACCGACTCGGCCTCACCGTGATCGCG 
GCGATGCATGACCTCACCCTGACTGCGCAATACGGCGATCGGGTGCTCATGATGAATGGT 
GGCCGCAAAGTTTTCGAGGGCACTGCAGCCGAAGTGCTCACCGCGCAGCGGATTTCGGAG 
ATTTATGATGCCACTGTGATTGTTGAGGTTATTGATGGGCGTCCCGTGGTGATTCCGCAA 
CGGTCGCAC 

>RXN03116-downstream 
TGACCTGTTGTGGCAGACCAGAC 

>RXN0312 9-upstream 

GCTGAGGTTGAGACCAAGCTGAACACCATCTACACCCGCGACATCGAACCACTTATTTAA 
T C C GAG C AC T T C AG C T AC AC C TAT T T AAG G AGG C T G T GAC 

>RXN03129 

ATGGCGTCAATCGTCTTTGAAAACGTCACACGCAAATACTCTCCGGGCGCACGCCCGGCC 
GTCGACAAGCTTAATTTGGAAATCGCCGACGGCGAGTTCCTAGTTCTCGTTGGACCCTCA 
GGCTGTGGAAAGTCCACTTCTTTGCGCATGCTGGCTGGTCTTGAGCCTATCGACGAGGGA 
CGTCTACTCATTGATGGTAAAGACGCCACGGAACTGCGTCCGCAGGATCGTGACATCGCT 
ATGGTCTTCCAGAGCTACGCGCTGTACCCGAATATGACTGTTCGGGACAACATGGGCTTT 
GCGCTGAAGAATCAGAAGGTGGCTAAGGCTGAGATCGAAAAGCGTGTTGCTGAAGCCTCA 
CGCATTCTGCAGCTGGATCCGTATCTTGATCGTAAGCCTGCAGCTTTGTCTGGTGGTCAG 
CGCCAGCGCGTGGCCATGGGCCGTGCAATTGTGCGTGAGCCATCGGTGTTCTGCATGGAT 
GAGCCACTGTCCAACCTAGATGCGAAGCTGCGTGTGTCTACGCGTGCGGAGATCTCTGGT 
TTGCAGCGTCGCATGGGCGTGACCACGGTGTATGTGACTCACGATCAGGTCGAGGCCATG 
ACCATGGGTGATCGCGTCGCTGTGCTTTTGCTCGGTGTGCTGCAGCAAGTAGACACCCCG 
CAGAACCTGTACGACTACCCAGCAAATGCGTTCGTCGCCAGCTTCATTGGTTCCCCTTCC 
ATGAACTTGATTGAGGGCACCATCCGTGGCGATAAGGTCACTTTGGGTACTGGAATTCAG 
ATTTCAGTTCCTGATGAGGTGGCAGCAGAGGTTCGCAACAACCCGGATCGCTTTGAGGGT 
CGTCCAGTCATTGTTGGTGCTCGTCCCGAGCACATGTATTTGACCACGGCGAATGAGAGT 
GGTGCTGTATTGGGCGAAGTCAGCCACATTGATGAGCTCGGCGCGGATTCAATGGTCTAC 
GTATTGGCGTCTGGTGTGAAGAACCCGAATACTGATCTTTTGGGTGAGGGCATTCCAGAG 
GATATGCGCGTGACCGTTGTCGGTGCTGAAGAGACCGATAAGGCCCGGCTGGGTATTCGT 
GTTGAGCGCCATCACGGTCTGAAGGCCGGCGATAAGGTGCACGTTGTTGCTGCACCGAAG 
GATGTTCACCTCTTCGACGGTCTTGATGGCCGTCGAATCGGTGCATCGGTTCTAGCTCCA 
GCCCATACAGTCCAGTCTGGTCAC 

>RXN0312 9-downstream 
TAG AT T AT T T AC C AG T G C AAC T C 

>RXN03 164 -upstream 

CTTTTTTGCATCCAGATGCACAAAGCCGTGGCACAAACGAGACAAACTGAGCACAATGGC 
T G T CAT G G CAT AT C AAC C AGC AG AC AAT C G C T AT GAC GAC 

>RXN03164 

ATGATCTACCGCAGGGTGGGAAATTCTGGGCTGAAGCTTCCGGCAATTTCGCTTGGGCTG 
TGGCACAACTTCGGTGATGACAAGCCGCTTTCAACGCAGCGCAGCATTATTCACCGCGCG 
TTTGATAGGGGAGTCACTCACTTCGATTTGGCTAATAACTATGGACCTCCAGCAGGTTCC 
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GCAGAGACCAACTTTGGCAGGATTTTGCGTGAGGATCTCAAAAGCCACCGCGATGAGTTG 
ATCATTTCTTCCAAGGCGGGTTGGGATATGTGGCCTGGACCTTATGGTTTTGGTGGTTCC 
CGAAAGTATCTAGTGAGTTCCCTTGATCAGTCCCTGACTCGCCTCGGCTTGGATTACGTG 
GATATTTTCTATCATCACCGCCCGGATCCAGATACTCCTTTGGAAGAAACCATGTACGCA 
TTGCGTGACATTGTTGCGTCTGGAAAGGCTCTTTACGTGGGTATTTCTTCCTACGGTCCA 
GAGCTCACAGCGGAGGCGGCTGAGTTCATGGCGGAGGAGGGCTGCCCGCTTCTGATTCAT 
CAGCCAAGCTATTCCATCATTAATCGTTGGGTGGAGGAACCGGGCGATGACGGTGAGAAC 
TTGTTGCAGTCAGCTGCCAACAATGGTCTTGGCGTCATTGCTTTCTCACCACTTGCGCAG 
GGCCTGCTCACGGACAAATATCTCGATGGAATTCCAGAGGGTTCCCGCGCCAGCCAGGGT 
AAGTCCCTGTCTGAGGGCATGTTGAACGTGAACAATATTGATATGGTCCGCAAGCTCAAT 
GACATCGCCCAGGAACGCGGGCAGTCACTTGCGCAGATGGCGCTTGCATGGGTGCTGCGC 
GAG C AAAG AG AG T AC GGCGCCGGAT T AC C G 

>RXN03 164 -downstream 
TGACCAGTGCATTGATTGGTGCT 

RXS00088 - coding Region 

ATCGAAGACAACCACGGCACCGAAGGGATCTCCCTGCCAATCGAGGGCGTCGCTGCGACCGACAACCGC 
GCATTCGAACTGCTTGATCGCTGGGGTGTAGAGCTCGTTGCAGCTCCACTTCAGCTGGTTCCATTTACC 
GTTACGGGCTACACCGAAGAGGGCGGCGTCGCT.AACCTTGGCTCCCACCGCGAGCCAGACCTGGAAGCA 
CTTGCTGCTGCACAGCCTTCCCTGATCATCAACGGCCAGCGCTTCGCTCAGTACTACGATGACATCATT 
GCCCTGAACCCTGACGCAACCGTTGTTGAGCTAGACCCACGCGATGGCGAGCCACTTGACCAGGAGCTT 
ATCCGCCAGGCTGAAACCCTCGGTGAGATCTTCGGCGAAGAAGAAGATGCTGCAAAGATCGTTGCTGAT 
TTCGAGTCCGCACTTGAGCGCGCTAAGACCGCATACGCAGCAATCTCCGACCAGACCGTCATGGCAGTT 
AACGTTTCCGGCGGAAACATTGGCTACATCGCTCCTTCCGTTGGACGCACCTACGGTCCAATCTTCGAC 
CTGGTTGGACTCACCCCAGCACTCGAGGTTGGCAACGCGTCCTCCGACCACGAGGGCGACGACATTAAC 
GTCGAAGCAATCGCAGCTGCAAACCCAGACCTGATCCTGGTCATGGACCGCGATGGTGGCACCAGCACC 
CGCAACGAAGCTGATTACGTTCCAGCAGAGCAGATCGTCTCCGACAATGAAGCACTGGCAAACGTCAAG 
GCTGTCACCGACGGATACGTTTACTACGCACCTGCAGATACCTACACCAACGAAAACATCATCACCTAC 
ACCGAGATCCTCAACGGCATGGCAGATATGTTCGAGAAGGCAGCTCAG 

RXS00088 - 3' -Region 
TAGGGGATCGATCCCACACTGAC 

RXS00372 - 5' -Region 

GCAGACATTTCCATAAGTCCTGCGAAATGCGCCCATTCATGTAAAGATGTTATTTCCTCCCCCAAACAC 
TCCTTAAAATTTCAAGAAGGGCCTTATTTTC 

RXS00372 - coding Region 

ATGTCTTCGAAGCACCCTTTGAAGCGCACTGCCGTTACTGTTTTTGCACTCGGCGCTTCCGCTGCTCTC 
CTCGTGGCTTGCTCTGAACCTTCTGAGGACGTTTCCACCGCAGAGACCACCACTGCAAGCTCTTCCGCT 
AACGCATCCGATGCAGCCGGTGAAAAAGTAACCATCACCGTCTACACCTCTGAGCCTGAGGAAAAGGTC 
GATGAGATCAACAAGGCGTTCATGGAAGCCAACCCAGATATTGAGGTTGAGGTGTACCGCGCTGGTACT 
GGCGATCTGACTGCTCGCATTGAAGCTGAAAAGGCATCCGGTTCTATCGAGGCTGATGTGTTGTGGGCT 
GCGGATGCTGCAACCTTTGAAACTTATGCAGCACAGGGCGACCTTGCAGAGCTGGAAGATGTTGAGACT 
TCCGACATCATTGAAGAGGCTCTGGATGCTGAGAACTTTTATGTAGGCACCCGCATCATCCCAACCGTG 
ATTGCATACAACACTGAAGTTGTTGATCAGGCTGAGCTTCCTACGTCTTGGGCTGATCTGACTGATCCT 
AAGTATGCAGGCCAACTGGTCATGCCGGATCCAGCTGTGTCTGGTGCTGCAGCCTTCAATGCTTCTGTG 
TGGAAGAACGACCCTGCGCTTGGCGAAGCCTGGATCACCGCCTTGGGTGAAAACCAACCAATGATCGCT 
CAGTCCAACGGCCCAACCTCCCAGGAGATCGCTGGCGGTGGCCACCCAGTGGGCATCGTGGTGGACTAC 
TTGGTGCGCGACTTGGCTGCTGCTGGATCTCCAATCGACACCATCTACGCATCGGAGGGTTCTCCTTAC 
ATCACTGAGCCTGCAGGTGTGTTCGCTGATTCTGAAAAGAAGGAAGCAGCCGAGCGCTACATCAACTTC 
CTGCTGTCTGTTGAAGGCCAGGAAATCGCAGTTGAGCAGGCATACCTGCCAGTGCGTGAAGATGTCGGA 
ACTCCAGAGGGCACCCCCGAGTTGGCTGACATCGAGCTCATGACCCCTGACCTGGAGGTTGTAACCGCT 
GATAAGGCGGCTGCTGTTGAGTTCTTCCAAAACGCAATGAAC 

RXS00372 - 3' -Region 
TAGTTTTCCTATGCAGTTATCTC 

RXS00453 - 5' -Region 
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TAGTGGGGCGTGAAAAAATAGCTCATTTAAGAGGAGAAGCAACCCCGTGGCGAAATTGCTATTCAGGTT 
GGGGCGATGGTCCTATAATCGCAAGTGGATT 

RXS00453 - coding Region 

GTGATTTCGGCATGGCTACTTATTTTGGCCATTGTTGGTGGTCTGGCCCTGACGATGCAGAAGGGGTTC 
AGTAACTCTTTCACTATTGAAGACAGGGCTTCGATTGATGCCACTGTTTCTCTGGTTGAAAATTTCCCT 
GATCAGACGAACCCGGTGACGGCCGCCGGAGTTAACGTGGTTTTCCAATCCCCGGAAGGAACCACGCTT 
GATGATCCTCAGATGATGACTGCGATGGATGCAGTCGTTGATTACATTGAGGACAATTTGCCTGATTTT 
GGTGGGGGAGAGCGCTTCGGCAATCCTGTTGAGGTGTCTCCTGCGTTGGAAGAGATGGTCATCGAGCAG 
ATGACCAGCATGGGGCTTCCTGAGGAAACCGCTGCAAAGGATGCTGCCAATCTGGCGGTGTTGAGCGAA 
GACAAAACCATTGGCTACACCTCTTTCAACATTGATGTTGAGGCCGCAGAATATGTGGAGCAAAAACAC 
CGCGATGTGATCAACGAAGCGATGCAAATCGGTGAAGATTTAGGTGTCCGGGTGGAAGCCGGTGGACCT 
GCTTTCGGTGATCCAATTCAGATTGAAACCACCAGTGAGATCATCGGTATTGGCATCGCGTTCATCGTG 
TTGATTTTCACCTTTGGTTCTTTGATTGCTGCAGGCTTGCCTTTGATTACCGCGGTGATCGGCGTGGGC 
ATTGGTGCGCTGGCAATTGTGCTGGCCACGGCGTTTACTGATCTCAACAATGTGACTCCAGTGCTCGCA 
GTGATGATTGGCCTGGCCGTGGGCATTGACTACGCGCTGTTTATTTTGTCTAGGTACCGTGCGGAGTAT 
AAGCGCATGCCACGTGCCGATGCTGCCGGAATGGCGGTGGGCACAGCTGGTAGTGCGGTGGTGTTTGCT 
GGCGCGACGGTGATTATCGCGCTGGTAGCCCTCATCATTGCGGATATCGGATTCCTCACGGCCATGGGT 
ATTTCTGCGGCGTTTACGGTGTTCGTGGCTGTGCTCATTGCGTTGACGTTTATCCCGGCGCTGTTGGGT 
GTGTTTGGTGGTCATGCGTTCAAGGGCAAGATCCCTGGAATTGGTGGAAACCCAACGCCAAAGCAGACG 
TGGGAGCAAGCGCTTAATCGTCGTTCCAAGGGTCGCTCATGGGTCAAGCTTGTACAGAAAGCACCGGGT 
CTTGTGGTGGCAGTGGTGGTCTTGGGTCTTGGTGCCTTGACCATTCCTGCAATGAACCTGCAGTTGTCA 
CTGCCTTCTGACTCCACCTCCAATATTGATACCACTCAGCGTCAGTCGGCTGATTTGATGGCAGAGGGC 
TTTGGCGCGGGCGTTAATGCGCCGTT.CTTGGTCATCGTCGATACGCATGAGGTCAATGCTGATTCCACC 
GCATTGCAGCCACTGATTGAGGCACAGGAGCCTGAAGAGGGCGAGTTCGATCGGGAGCAGGCGGCTCGT 
TTTGCTACCTATATGTATGTCACCCAGACCTACAATTCCAACATCGATGTGAAGAATGCGCAGATCATC 
AGCGTCAATGATGATTTCACTGCGGCGCAGATTCTCGTGACTCCATACACCGGACCTGCGGATAAAGAG 
ACCCCTGAGTTGATGCACGTGCTGCGTGCGCAGGAAGCTCAGATTGAGGATGTTACGGGAACTGAACTG 
GGTACCACTGGGTTTACGGCGGTTCAGTTGGACATTACTGAGCAGCTGGAAGACGCAATGCCGGTTTAC 
CTCGCTGTGGTTGTTGGTTTGGCTATTTTCCTCCTCATTCTGGTGTTCCGTTCCCTGCTTGTTCCGCTG 
GTTGCTGGCCTTGGCTTCTTGTTGTCTGTGGGTGCGGCCTTCGGTGCGACGGTGTTGGTCTGGCAGGAG 
GGCTTCGGTGGCTTTGTGAACACCCCTGGTCCGCTGATTTCCTTCATGCCGATCTTCCTCATCGGCGTG 
ACCTTCGGTTTGGCCATGGACTATCAGGTGTTCCTTGTGACTCGCATGCGCGAGCACTACACCCACCAC 
AATGGCAAGGGACAGCCTGGTTCCAAGTACACCCCGGTTGAGCAGTCAGTGATTGAAGGCTTCACGCAG 
GGCTCCCGCGTGGTTACAGCAGCGGCACTGATCAT.GATTGCCGTGTTCGTGGCGTTTATTGATCAGCCG 
TTGCCATTTATTAAGATCTTCGGTTTCGCGTTGGGTGCGGGCGTGTTTTTCGATGCTTTCTTCATTCGC 
ATGGGTCTGGTCCCCGCGTCGATGTTCCTGATGGGCAAGGCCACGTGGTGGATGCCTAAGTGGCTGGAT 
C GAAT T C T G C C AAG T T T G GAC AT T GAAG G C AC C G C AC T G G AGAAG G AAT G G GAG GAG AAGC AG G C T G C A 
CGT 

RXS00453 - 3' -Region 
TAGACTTGGCACCTATGTCAGAT 

RXS00479 - 5' -Region 

TAGATCCCAAGGCTCATVAATTTATTACTTAAACAAGTTGAGC/^ACTAGCCAGCCGCAAATCTTAGAACT 
AACCTTTACGCCTTTAACGGAAGTGAATTTG 

RXS00479 - coding Region 

AT G T C T AC T AGC AT C AC AAC AG AG AAC AAG AAG AAAT CTGGTCCTCCTCGCTT GAT GAG AAT C T T T C T G 
CCCGCCTTGCTAATTTTAGTTTGGCTTGTAGGAGCTGGAGTCGGCGGTCCTTATTTTGGCAAGGTTAGT 
GAG GTCTCCTC C AAC AG C C AG AC C AC A TAT C T G C C AG AAT C T G C C GAT G C C AC T C AAG T AC AG G AAC AG 
TTGGGAGATTTTACTGATTCTGAATCCATCCCAGCCATTGTCGTAATGGTCAGCGATGAACCCTTAACA 
CAGCAAGACATCACACAACTCAATGAAGTTGTTGCTGGGCTTTCAGAATTAGACATAGTTTCCGATGAA 
GTCTCCCCTGCTATTCCATCCGAGGACGGCAGAGCTGTCCAAGTGTTTGTCCCCCTCAATCCATCAGCG 
GAGCTGACGGAAAGCGTCGAGAAGCTCTCTGAGACCTTGACCCAGCAAACGCCGGACTATGTGAGCACC 
TATGTGACCGGACCGGCTGGGTTTACCGCTGATCTCAGCGCAGCTTTCGCGGGTATTGATGGGCTACTC 
CTAGCAGTCGCCTTGGCTGCCGTCCTTGTCATTCTTGTCATCGTCTATCGCTCCTTCATTCTGCCCATC 
GCCGTGCTTGCCACCAGTTTGTTTGCGCTGACTGTAGCTCTATTGGTGGTGTGGTGGCTAGCTAAGTGG 
GACATCCTGCTGCTTTCGGGTCAGACTCAAGGCATCCTCTTCATTCTGGTCATTGGCGCCGCCACCGAC 
TACTCATTGCTATACGTTGCTCGTTTCCGTGAAGAGTTACGCGTTCAACAAGATAAAGGGATAGCCACA 
GGGAAAGCCATCCGGGCATCGGTGGAACCCATTCTTGCCTCGGGCAGCACTGTTATTGCGGGCCTCCTT 
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TGTTTGCTATTTAGTGATTTGAAATCTAACTCCACGCTAGGTCCAGTAGCTTCGGTGGGCATTATTTTT 
GCAATGCTTTCTGCTCTTACTCTGCTACCAGCCCTGCTGTTTGTATTCGGTCGGGTGGCCTTTTGGCCC 
AAGCGACCAAAATACGAACCTGAAAAAGCCCGTGCGAAAAACGACATCCCCGCCAGCGGGATCTGGTCA 
AAAGTGGCTGATTTAGTGGAGCAGCATCCTCGTGCAATCTGGGTATCTACACTTATTGTGCTTCTCTTG 
GGTGCGGCTTTCGTTCCCACACTAAAAGCGGACGGTGTGTCCCAATCCGACCTAGTTCTGGGTTCCTCT 
GAAGCACGTGATGGCCAGCAGGCTTTAGGCGAACACTTCCCCGGTGGATCCGGCAGTCCTGCTTATATT 
ATCGTTGATGAAACACAGGCAGCACAGGCTGCTGACGTAGTCCTTAACAACGACAATTTCGAGACTGTA 
ACTGTAACTAGTGCTGACTCCCCCTCTGGCTCAGCCCCAATCACCGCTGACGGTATTGTGCCGTTAGGT 
TCTGGTACAGCTCCAGGCCCGGTAGTTGTAGAAGGGCAAGTCCTTTTAC7\AGCAACACTTGTCGAAGCA 
CCAGATTCCGAAGAAGCTCAAAAAGCTATTCGCAGTATCCGCCAAACTTTTGCAGATGAAAATATATCA 
GCGGTAGTAGGCGGTGTCACTGCAACTTCCGTAGACACTAACGATGCCTCCATCCATGACCGCAACCTG 
ATCATCCCAATTGTATTGCTGGTCATTTTGGTTATTCTCATGCTGTTGCTGCGGTCTATTGTCGCACCA 
CTCCTGCTAGTAGTCACCACCGTGGTGTCTTTTGCTACTGCTTTAGGCGTGGCTGCTTTACTTTTCAAT 
CACGTTTTCAGTTTCCCAGGAGCAGACCCCGCAGTACCTCTCTACGGATTTGTATTTTTAGTAGCCTTG 
GGCATCGACTACAACATTTTCTTAGTCACCCGAATCCGTGAAGAAACCAAAACCCACGGCACAAGACTT 
GGAATTCTTCGAGGCCTGACAGTAACCGGCGGAGTAATTACCTCAGCTGGAGTAGTTCTCGCCGCAACG 
TTCGCAGCACTCTATGTCATCCCAATTCTATTCCTGGCACAAATTGCCTTCATTGTCGCTTTTGGAGTT 
CTTATTGATACCCTGCTCGTTCGCGCCTTCTTGGTGCCTGCTTTGTTCTACGACATCGGACCGAAAATC 
TGGTGGCCGTCAAAATTGTCCAATCAGAAATACCAGAAGCAGCCTCAGCTA 

RXS00479 - 3' -Region 
TGACACACCAAAATTCGCCTCTC 

RXS00654 - 5' -Region 

CAGCAATAGCGATTATTGCTTGATTGTGTGTTTTTAGATCTTCGGTTCTCTTCACTCAACTGCTGTGAA 
GTGCCACCTGTTTGGAAAGGCGAACACGATA 

RXS00654 - coding Region 

GTGCTCGATATTTTGATTTACCCGGTGTCTGGAGTGATGAAGCTGTGGCACCTGCTTCTTCACAACGTT 
GCGGGTTTGGACGATTCACTGGCGTGGTTCTTTTCCCTTTTCGGCCTTGTCATCACGATCCGTGCAATT 
ATCGCGCCTTTCACCTGGCAGATGTATAAGTCGGGCCGCACTGCCGCACATATTCGTCCTCACCGCGCT 
GCGCTCCGGGAAGAATACAAGGGAAAGTACGATGAAGCGTCCATTCGGGAGTTGCAGAAGCGCCAGAAT 
GATTTGAATAAGGAATACGGCATTAACCCGCTGGCAGGTTGTGTGCCTGGGCTGATCCAGATACCGATT 
GTCCTTGGTCTTTACTGGGCACTTCTCCGCATGGCTCGCCCTGAAGGTGGTTTGGAAAATCCCGTCTTC 
CAGTCGATCGGCTTCCTAACTCCTGAGGAAGTGGAATCTTTCCTCGCTGGTCGCGTGAGCAATGTGCCT 
CTGCCCGCTTATGTTTCGATGCCCACTGAGCAGCTAAAATATTTGAGCACCACGCAGGCGGAAGTTCTT 
AGTTTCGTTTTGCCACTGTTCATCACAGCCGCAATCCTCACCGCAATCAACATGGCGATGTCCATGTAC 
CGCAGCTTCCAAACCAACGATTACGCATCCGGATTCTCTAACGGCATGCTGAAGTTCATGATCGTGATG 
TCGATCCTCGCGCCGATCTTCCCACTGTCCCTTGGCCTCACAGGACCATTCCCCACAGCAATCGCACTC 
TATTGGGTCAGCAACAACCTGTGGACGCTCCTCCAAACAATCATCATGATGGTCATTTTGGAACGCAAA 
TACCCACTTACCGACGATTTCAAAGTGCACCACCTAGAGCAGCGCGACATCTACCGCGCAAAACAAAAA 
GAAAAGCGCATCTTCCTGTGGACACGACGCAAAAACCGCGCCCTGATGATTCTCACCCCATGGAACGCC 
T C AAC G C T T C AC G C AAC AAAC G T G G AAC T C A C C AAAAC C C G T AC T G C C G AAAT C AAC G AAG C AAAAC AG 
GCCCGCAAAGAAATCGCGAACAAGAGGCGCGAAACGCAACGTGAAATGAACCGCGCCGCCATGCAGCGC 
TTAAAGCAGCGTCGCGCTGAGGTTAAAGCTAAAAAGAAGGGGCTTATCGACGCCTCCCCCAACGAAGAT 
ACCCCTTCGGAAAATGAAGAAACTAAATTGAGTAGTCCGCAGGTGGAGCCGACAACAACTGCCGAGCCA 
AAT CGCGAGCCGT C T C AAG AGG AC 

RXS00654 - 3' -Region 
TGATGTTGTGGACCAATCGAGAT 

RXS00758 - 5' -Region 

TTCAAGTTTGGCTGTGACTCATGTCGCACATAGTATTTCAATCACCGGATCCGCACGATTGCAAAATCC 
T G G G G AAT AT T CAT AAC AAC G GAG G T C AC T C 

RXS00758 - coding Region 

ATGACTTTGAAGAAGTCTCTCGCTGTAACCACGGCGGCTGCACTTGCTTTGAGCCTTGCCGCTTGCTCG 
TCCGACTCCTCGTCCGACAGCTCCTCATCCTCATCAGGCAGCGAAGGCGGCGACAACTACGTCCTCGTC 
AACGGCACTGAGCCACAGAACCCGCTCGTCCCAGGCAACACCAACGAAGTAGGTGGCGGTCGCATCGTC 
GACAGCATCTTCTCCGGCCTGGTCTACTACGACGTCGACGGCTCCCCTGTCAACGATGTTGCAGAGTCC 
ATCGAACTCGAAGGTGACAAGACCTACCGCATCACCATCAAAGACGGCCAGACCTTCACCGATGGCACC 
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CCAGTTACCGCTGAGAGCTTTGTCAACGCATGGAACTACAACGTAGCTAACAGCACGCTGTCCTCCTAC 
TTCTTTGAGTCCATCCTCGGCTACGAAGAAGGCGTCGAGTCCATGGAAGGCCTCCAGGTCGTCGACGAC 
ACCACCTTCACCGTCGAGCTCACCCAGCCTGAGTCCGACTTCCCACTGCGCCTGGGATACTCCGCATTC 
TTCCCGCTTCCTGAATCCGCATTTGACGACATGGACGCATTCGGTGAGAACCCAATCGGCAACGGTCCA 
TACAAGCTCCAAGAGTGGAACCACAACCAGGACGCCACCATCGTTCCTAACGCGGACTACACCGGTGGA 
CGCCAGGCTCAGAACGACGGCGTGAAGTTCATCTTCTACCCAACCTTCGACTCCGCTTACGCGGACCTG 
CTCTCCGACAACTTGGATGTGCTGGACGCTATCCCAGACTCCGCGTTCTCCTCCTTCGAGGACGAGCTC 
TCTGGCCGTTCCATCAACCAGCCTTCCGCTGTGTTCCAGTCCTTCACCATCCCGGAGAGCCTTGAGCAC 
TTCTCCGGCGAAGAAGGCGTGCTGCGTCGCCAGGCCATCTCCTTGGCCGTCAACCGCGACGAGATCACC 
CAAACCATCTTCGAAGGCACCCGCACCCCAGCGACGGACTTCACCTCCCCTGTCATCGACGGACACTCT 
GATTCCCTCCAGGGCGCAGATGTCTTGACCTACGATCCAGAGCGCGCTCAGGAACTGTGGGCACAGGCA 
GACGAGATCAGCCCTTGGTCCGGCGAGTTCTCCATCTCCTACAACGCAGACGGTGGACACCAGGCATGG 
GTGGACGCAACCGCCAATTCCATCCGCAACACCCTGGGTATCGACGCCATCGGCAACCCATACCCAGAC 
TTCAAGTCCCTGCGTGACGATGTCACCAACCGCACCATCAACGGCGCATTCCGCACCGGCTGGCAGGCA 
GACTACCCGTCCTTGGGCAACTTCCTCGGACCTTTGTACGGCACCGGTGCAGGCTCCAACGATGGTGAC 
TACTCCAACCCAGATTTCGATGCCAAGCTCGCCGAAGCAGCAAACGCGGCCGATGTTGACGCATCAACC 
CCGCTATACAACGAAGCACAGGAAATCCTGCTCCAGGATCTCCCAGCGATCCCAACTTGGTACTCCAAC 
GCAGTTGGTGGATACTCCACCAACGTGGACAACGTGGAATTCCAGTGGAACTCGCAACCTGCGTACTAC 
C AGAT C ACC AAGAAC 

RXS00758 - 3' -Region 
TAGTAGCTTCGCACCACCCGCTC 

RXS00912 - 5' -Region 

C C AC AC C T T T GAAAGGAGC TAAG C G 

RXS00912 - coding Region 

ATGGACAACACCCTCTACACAGCAGGCCTCACAATCGCAGCTGCCTTTTTCATGCTGTCGTTCATCTTC 
ACCATCTACCGCATCATCGTCGGGCCCAACTCCATCGATCGCCTACTCGGCCTGGACGGAACCGTCTCC 
ATGATTCAATGCTCCATGGCCACCTACATCTGCTGGACACTCGACACCACCGTCACCAACTTCATGATG 
GTCATCGCACTCTTAGGATTCATCAGCTCTGTATCCGTAGCCCGCTTCCGCAAGAGGGATGGTGCC 

RXS00912 - 3' -Region 
TAAAT G AC C C T G C AAC TAT T C AC 

RXS00932 - 5' -Region 

CCCAATTAATTTATGCACTTCGGTGAGGTTACTCACAAAGAGTAGCGTGCAAAGCCCAGCAATAAGGTG 
ATGTTTCAACGATTAGGTTACGGTAGGGGCC 

RXS00932 - coding Region 

ATGACGCCACAGAAACTTCACCGTTTTGCAGCCCTTTTAGAAATGGGTACCTGGACCCTGCTGATCATC 
GGCATGATCTTAAAATACAGTGGAGTGACAGACGCCGTAACCCCTATTGCCGGCGGTATCCACGGCTTT 
GGCTTCCTCTGTTTTGCAGCCATCACCATCACCGTGTGGATCAATAATAAGTGGACATTCCCGCAGGGT 
ATCGCAGGTTTGATCGTCTCTGTTATCCCGTGGGCTGCATTGCCATTTGCATTGTGGGCAGACAAGAAG 
GGCCTCGTTGCCGGCGGATGGCGCTTTTCAGATCCGTCCGAAAAGCCACACACTTTCTTTGACAAGATC 
TTGGCTCAATTGGTCAGGCACCCAATCCGATCCATTTTAATTCTGCTGGTGATTATCGCCGTCGTCTTC 
TCTATCTTGCTGGCGATGGGACCACCTTATGATCCAGATGCCATCGCAAACACTGTGGAT 

RXS00932 - 3' -Region 

T AAAC AAC AG C C T C C T T C AC AT G 

RXS01346 - 5' -Region 

AAGGTGTGGTGAGTCACTGGCTAGATTTGATTTGTTGGCCATACCAAATCGGCCCACACAGGCACGTTG 
CAAAC AGCAACGC T CACCC AT AGGAGAT T T A 

RXS01346 - coding Region 

ATGCGCACAGCCACAAAAGTCATCGCAACAGTGATGGCCTCAACCCTGGCTATCGGGCTGGCATCTTGT 
TCCAGCTCTAGTGGCACCCCAGACGTGAATTACGTATCCGTCAACGGCACCGAACCTCAGCGCGGACTC 
ATCCCGGGCGACACCAATGAAAACGGCGGTGGGCGAGTGGTGGACATGCTGTACTCTGGGCTCGTCTAC 
TTTGATGAAGCTGGCGTTGCTCAAAATGACCTGGCGGCATCAATTGACCAGGAAACAGACACCACCTAC 
AAAATCACTTTGCGTGATGGCATCAAATTCAGTGACGGATCGGATATTACTGCCACTGATTTTGTGGAT 
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ACCTGGAATTTTGTAGTGGAAAATGGACTGCTCAACACTTCTTTCTTCTCACCGATTAAAGGGTATGAG 
GAGGGCGTGGAAACGCTCGAGGGTTTGAATGTGGTGGATGATCGCACATTTACCATCGAGCTTGCCCAA 
CCGGATTCTGAGTTCACCCAACGCATTGGCTACTACGGTTTTGCACCGATGCCAGCTTCGGCTCGCGAT 
GATATTGACGCCTTTGGTGAAAACCCCGTGTCCTCTGGCCCTTACAAACTAGAGCAGTGGGATCACAAC 
GCAGAACTGAAAGTGGTGGCCAATG7\ACACTACGATGGCCCGCGCGCAGCCAACAACGATGGCTTGAAG 
TACGTGTTCTACGCCCAAAATGATGCAGCTTATTCAGATCTGTTGGCTGGAAACCTAGATGTGCTGGAT 
CTCATTCCACCATCGGCGTACACCACCTATGAAGAGGAACTGTCGGGTCGATCCATTAATCAACCTGCG 
GCCTCCTATCTGGAACTCTCCATTCGCATGGAATCCCCCAACTTTGAAGGGCAACAGGGACAGTTGCGT 
CGACAAGCAATTTCTATGGCGATTAACCGTGAAGAAATCGCTGAGCAGATCTTCGCCGGCACCTACACG 
CCTGCGCTCGACTTCACCGCGCCCGTGCTCGACGGCTGGCGCGATGATTTGAACGGCAATGACGTGCTG 
ACTTTCCAGCCTGACAAGGCCCGTGAGCTGTGGGAAGACGCTGAGGAGATCGCACCTTTTGAGGGCGAA 
TTGCAGATCAGTTACAACGCGGATGTTCCCAACCGGGAATGGGTGGATGCGGTAGCAAACAGCATCAGC 
AACGAATTAGACGTCAACGCCACTGGCAATCCTTTCCCCGATTTTAAATCCTTCCGCGACACATACCGC 
ACCACCGGATTGGATGGCGCCTACCGCACCGCGTGGTTTGCGGACTACCCAAGCATCGGCAACTTCCTT 
GGACCTAACTACACCTCGGGCGTGGCCTCCAACGATGCCAAGTACGAAAACCCAGAATTTGATCAATTG 
ATTGCCGACGCCGCAGCAGCCTCCACCAAGGAGGAAACCTTCCAGGCATATGCGCAGGCCCAGGAAATG 
TTGTTGCGCGATCTTCCCGCAATCCCACTGTGGTACCCGAATGTGGTTGGCGGCTACTCAGAATCCGTG 
GAC7VACGTCTCCGTAAACTGGAAGGCCATACCTGTTTATTGGGCAATTACAAAGCAA 

RXS01346 - 3' -Region 

T AAAC T C AT T AACC T AAAT C CGG 

RXS01425 - 5' -Region 

AGTCCCTATTAATCCCAAGGAGTTTCGACTCACAGTGCTCAATTTCATTTATTGGCCAATTTCGGCCAT 
TCTGTGGTTCTGGCATAAAGCGTTCAGCTTT 

RXS01425 - coding Region 

GTGCTGAGCCCAGATTCCGGAATTACCTGGGCCTTGTCGATCATGTTCTTGACCTTCACCGTGCGTATG 
GTTCTGGTCAAGCCGATGGTCAACACCATGCGTTCACAGCGCAAGATGCAAGACATGGCTCCAAAGATG 
CAGGCCATCCGCGAGAAGTACAAAAATGACCAGCAGAAGATGATGGAGGAGACCCGCAAACTTCAAAAA 
GAAGTGGGCGTTAACCCCATCGCAGGCTGTTTGCCAATGTTGGTGCAGATCCCAGTGTTCCTGGGTCTG 
TTCCACGTGCTGCGCTCCTTCAACCGCACCGGTTCTGGCGTTGGCCAGCTGGAAATGACCGTTGAGCAA 
AACGCGAACACCCCGAACTACATCTTCGGTGTCGACGAGGTTCAGTCCTTCCTGCGTGCAGACCTGTTC 
GGTGCGCCACTGTCGTCCTACATCACCATGCCTGCTGACGCGTTCGACGCGTTCCTTGGCCTGGATGTC 
TCCCGCCTCAACATCGCGCTGGTTGCAGCTCCAATGATTTTGATCATTGTCGTGGCAACTCACATGAAC 
GCGCGTCTGTCCGTCAACCGCCAGGAAGCTCGCAAGGCAGCCGGCAAGCAGCAGGCCGCTTCCAGCGAT 
CAGATGGCCATGCAGATGCAAATGATGAACAAGATGATGCTCTGGTTCATGCCAGCCACCATTTTGTTC 
ACCGGCTTCATCTGGACCATCGGTCTTCTTGTCTACATGATGTCCAACAACGTGTGGACCTTCTTCCAG 
C AGC G C T AC AT C T T C GC C AAGAT G G AC G C T GAGGAAGC AGC T G AGGAG G AGG AAAAGC G C G C AGC AAAG 
CGCACTACCGCTCCAAAGCCTGGCGTGAAGCCAGAAAACCCCAAGAAGCGTAAGAAG 

RXS01425 - 3' -Region 

T AAAAC T T C AC T AAAAAC C GC C A 

RXS01658 - coding Region 

GAT C C AC AGAT C C T G T C AC C AAC C T T C AC C C AGC AAC AG C AG C T G C G AAAC T T C T AC G G T T T C C C AG AC 
CAGCTGGCGATGGACCGCTTTGAAGTAGATGGCAAACTCCGCGACTTTGTTGTGGCAGCACGTGAGCTC 
GATCCAAACGCCCTGCAGCAAAACCAGCAGGACTGGATTAACCGTCACACTGTTTATACCCACGGCAAC 
GGCTTCATTGCAGCTCAAGCAAACCAGGTGGATGAGGTCGCCCGCGACGTCGGATCCACTCGTGGTGGT 
TACCCTGTCTACACCGTCTCTGATTTGCAGTCGAATGCTCGTGCTGCAGAAAGCGAAGATGCTGAGGAG 
CTTGGCATCAAGGTTGAT GAGCCTCGTGTGTACTACGGACCACTGATTGCTTCTGCGACTGATGGTGCT 
G AC T AC G C AAT T G T C GG T GAC AC C G GC G AT G G C C C AG T C GAG T AC G AC AC T G AC AC C T C C AG C T AC AC C 
TACGAAGGTGCTGGCGGCGTGGACATTGGAAACATGGTCAACCGTGCGATGTTTGCATTGCGCTACCAG 
GAAATGAACATGCTCCTGTCTGATCGTGTTGGTTCCGAATCCAAGATCCTATTTGAGCGCGATCCTCGT 
TCCCGTGTGGAAAAGGTTGCACCTTGGTTGACCACTGACTCCAAGACCTACCCAACTGTGATTGATGGT 
CGCATCAAGTGGATCGTCGATGGCTACACCACCTTGGATAGTCTTCCGTACTCCACGCGCACCTCACTG 
ACGGAAGCGACTCAGGATGCTGTCATGCCTGACGGCACCCCACAGCCACTGATCACAGATAGGGTCGGT 
TACATCCGCAACTCCGTGAAGGCTGTTGTTGATGCGTACGACGGAACTGTTGAACTCTACGAATTCGAC 
ACCGAAGATCCTGTTCTGAAGGCATGGCGTGGCGTGTTCCCAGACACCGTGAAGGACGGGTCGGAGATT 
TCCGATGAGCTTCGCGCACACCTGCGTTACCCAGAAGATTTGTTCAAGGTCCAGCGTGACATGCTGGCC 
AAGTACAACGTTGATGATTCTGGAACATTCTTCACCAACGATGCGTTCTGGTCTGTCCCAGGTGACCCA 
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ACTGCAGCGGAGGGCCGCCAGGAACTTAAGCAGCCTCCTTACTACGTGGTGGCAGCAGACCCAGAGACC 
GGTGAGTCCAGCTTCCAGCTGATCACCCCGTTCCGTGGACTTCAGCGCGAGTACCTCTCTGCACACATG 
TCTGCGTCGTCTGATCCAGTTACCTACGGTGAAATCACTGTTCGTGTGCTGCCTACCGATTCTGTGACC 
CAGGGTCCAAAGCAGGCCCAGGATGCGATGATGTCATCTGACCAGGTTGCTCAGGACCAAACACTGTGG 
CGTGGATCGAACGATCTGCACAACGGAAACCTGTTGACCTTGCCAGTTGGTGGCGGAGAGATCCTCTAC 
GTTGAGCCGATTTACTCGCAGCGCAAGGATCAGGCATCGGCCTTCCCGAAGCTTCTGCGCGTGCTGGTC 
TTCTACAAGGGTCAGGTTGGTTACGCACCAACGATCGCTGAAGCCCTATCGCAGGTCGGCATTGATCCG 
AAGGAAGCGCAGGACATCGAAGAGGTAGATGGCACCGCTACGACGCCATCGACTGATGAGACTGACACT 
GACACTGATCAGCCTGCAACCGAAACCCCAACTGCACCAGTGAGTGAGGCGGAAGGAATCGCGGCCATC 
AACGATGCGTTGAGCAACCTTGAAGCTGCTCGCGATAGCTCTTTCGAAGAGTATGGTCGTGCACTCGAT 
GCGCTTGATCGTGCCGTCGATAGCTACCAGTCCGCACAG 

RXS01658 - 3' -Region 
TAGCGTTTGAGTAAACAGCCCGA 

RXS01677 - 5' -Region 

GTCGCCATAGTTGAGTTTTATTCATGGCTTTTAGCTAGGCGACTTTAGTTGAGGGCTTTTAGTTGAGGG 
CTTCCCAGCAGGGATGGTTAAGGAGAATTCA 

RXS01677 - coding Region 

GTGAACCAACAGAGTAAAAAGTGGCTCGTACCGACACTGGTCGTCATCATTGCAGTGCTCCTCATCGCA 
GTTGTTCTGTTGATGTACCGAGGAAATGCGAGTGATACGGCCGAGGGCGTTTCAGCCGCTGCGACTTCG 
GACTCGGCTGCTGCTTCGACTGCTGCTTCGGGTTCCGCTTCTGGTGCTGCGGACTCCGATCTGACCAGC 
GTGGAAGCACGCGACCCTTCCGACCCTGTTGCGGTGGGAGACGTTGATGCACCTGTTGGGTTAGTGGTG 
TTTTCCGACTACCAATGCCCGTTCTGTGCAAAGTGGAGCGATGAAACCCTGCCACAGATGAT GAAGCAT 
GTGGAAGATGGAAACCTCCGCATTGAATGGCGTGAAGTGAACATCTTTGGAGAACCATCTGAGCGTGGA 
GCTCGCGCGGCATACGCTGCGGGTTTGCAGGACGCATACTTGGAATACCACAACGCACTCTTTGCCAAC 
GGTGAAAAACCCAGCGAAGACCTGCTCAGCGAAGAGGGACTTATTAAGCTTGCTGGTGACCTTGGACTA 
G AC G AAT C G AAA T T C AC T G C C GAT T T C C AA T C C C C T G AAAC T G C AG T C G C AAT T G C G C AAC AT C AAC AG 
CTGGGAATCGATCTTGGCGCCTACTCCACCCCAGCTTTCCTCCTAGGTGGCCAGCCAATCATGGGCGCT 
CAGCCTGCTTCTGTATTTGAAGCCGCCTTCGAGCAAGCACTGGCAGCGAAAGAA 

RXS01677 - 3' -Region 
TAAACCGTGGATGTCGGCCTAGT 

RXS02586 - 5' -Region 

TTCTCTGAGATCGTCATGATGAAGTACATCGCGTTCGGCATGATCGCAGCGCTGATT.CTGGATGCCACC 
ATCATCCGCATGCTGCTTGTCCCCCGCCGTG 

RXS02586 - coding Region 

ATGCACCTGCTTCGCGACGACAACTGGTGGGCACCCGGCTTCGTTAAAAAGGCCTACACCGTCATGGGT 
CACGGCTCTGAGGTGGAGGAAGCACCTCGCCCAACCACCCGTCGCCTCAACGACGATGAGGAAGTCACC 
GTGCATGAAGCAGTTGTCGCTGGCGATACCGTGGCATCTCGCGGTGGTTTGAGCACGCAGGAAAACCGT 
GATCTGGTGTCCTTCGTGGAACTTAAGGCTCGTTTGGAAAAGCGCAGGCTTGAGGATCTAGAT 

RXS02586 - 3' -Region 
TAAAT C T AT G C G AGGAT T T T T C A 

RXS02587 - 5' -Region 

AGCCTGGATAACCTGCCAGACGGTGGCGCATGGCTGCAGCCGTTCCGCCCTCTGACTGCCTTGTTATCC 
AAC C G C C AC AAT T C C C AG GAG T AAT C C A C C C 

RXS02587 - coding Region 

GTGTTTTCTAAATGGGGCCACTTTGCTTACAGATTTAGGCGCATTGTTCCGTTAGTCGTCATCGCCGCG 
ATTTTGGCTTTGTTTGTCATTTTCGGCACCAAGCTGGGCGACCGCATGAGCCAGGAAGGATGGGATGAT 
CCTGGTTCTTCCTCGACCGCTGCGGCGCGCATCGAGTTGGAGACCTTTGGGCGTGACAATGACGGCGAT 
GTCGTGTTGCTGTTTACTGCGCCTGAAGGCACTTCTTTCGATGATGCAGAGGTGTTCTCCAGCATCTCT 
GGCTACTTAGATGGGCTAATCGAGAACAACCCTGATGAAGTCAGCCACATCAACAGCTACTTTGACACT 
CGTAATCAAAATCTCCTCAGCAAAGACGGCACCCAAACCTTTGCAGCTCTCGGGCTCAAAGGTGACGGC 
GAGCAAACGCTGAAGGACTTCCGGGAGATTGAAGATCAGCTCCATCCGGACAACCTTGCCGGTGGCGTC 
ACCACTGAGGTCGCGGGTGCCACCGCTGTAGCCGACGCACTCGATGAGGGCATGGCTGGCGATATTTCA 
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CGCGCCGAAGTTTTTGCGCTGCCTTTCGTGGCTATCTTGCTGCTCATCGTGTTTGGCTCAGTTGTTGCC 
GCGGCGATGCCATTGATCGTGGGCATTTTGTCCATCTTGGGTTCGCTGGGCATCTTGGCAATTTTGGCT 
GGATTCTTCCAGGTCAACGTATTTGCACAATCTGTTGTGACCCTTCTGGGCTTGGGTCTTGCCATTGAC 
TATGGCTTATTCATGGTCTCTCGTTTCCGTGAGGAAATGGATAAGGGCACCCCGGTTGAACAGGCTGTT 
GCCACCACTACGGCGACCGCGGGTAAGACTGTGGTGTTCTCTGCAGCGATGGTGGCTGTGGCGCTGTCC 
GGGTTGTTTGTTTTCCCACAGGCTTTCTTGAAGTCGGTGGCATTCGGTGCGATTTCCGCGGTTGGCCTT 
GCTGCTTTGATGTCGGTGACGGTGTTGCCGTCGCTGTTCAGCATGTTGGGTAAGAATATCGATAAGTGG 
AGTTTGCGTCGCACTGCTCGAACAGCGCGCCGTTTGGAAGACACCATTTGGTACCGCGTGCCGGCATGG 
GCAATGCGCCATGCCAAGGCAGTGACCGTGGGCGTCGTATTGCTCTTGCTTGCTCTTACAGTGCCGTTG 
ACGGGCGTGAAATTCGGCGGCATCAATGAAACGTATCTGCCACCAGCTAACGACACCCGCGTCGCCCAA 
GAGCGTTTCGACGAGGCGTTTCCCGCCTTCCGCACCGAGCCGGTCAAGCTTGTGGTCACCGGGGCGGAC 
AACAACCAGCTGATCGATATCTATGTTCAGGCCAACGAAGTTGAGGGACTGACAGATCGTTTCACCGCA 
GGTGCGACTACCGATGATGGCACCACGGTGTTGTCTACTGGTATTCAGGATCGTTCCCTCAATGAGCAG 
GTAGTGGAGCAGCTTCGCGCTATTTCCGTCCCTGAGGGCGTTGAGGTGCAGATCGG.TGGCACTCCAGCC 
ATGGAGATCGAATCCATTGAGGCGCTCTTTGAAAAGCTCCTCTGGATGGCTCTCTACATTGTGCTGGCC 
ACTTTCATCCTCATGGCATTGGTATTTGGTTCGGTGATTTTGCCGGCGAAGGCCATCATCATGACCATT 
CTGGGTATGGGTGCCACCTTGGGTATTCTCACCTTGATGTTCGTCGATGGCGTGGGTGCCAGCGCATTG 
AACTTCTCCCCTGGCCCACTGAT GAGTCCAGTGCTGGTGCTGATCATGGCTATTATTTACGGACTTTCC 
ACCGACTATGAGGTGTTCCTGGTATCTCGCATGGTGGAGGCCCGCGATAAAGGCGAATCCACCGACGAC 
GCCATCAGATACGGCACTGCACACACCGGATCTATCATCACGGCGGCCGCACTGATCATGATTGTGGTC 
TGTGGAGCGTTTGGTTTCTCTGAGATCGTCATGATGAAGTACATCGCGTTCGGCATGATCGCAGCGCTG 
ATTCTGGATGCCACCATCATCCGCATGCTGCTTGTCCCCCGCCGTGATGCACCTGCTTCGCGACGACAA 
CTGGTGGGCACCCGGCTTCGT 

RXS02587 - 3' -Region 
TAAAAAGGCCTACACCGTCATGG 

RXS02590 - 5' -Region 

GCCCCAAAGGCTTAAAGTAATGGGCATGCCCACTCCTTCTTCGACCAAAAGCTACGCTGCGGTCTTACC 
TCCACCTGGCCCCTCGTGGGCTGGTTCCCTC 

RXS02590 - coding Region 

ATGGGCATCTCATTGTTGTCATCACTGTTGAAAATCCATGGTTTTCCAGTCGTCGCAGATTTCTTCTTC 
GCGTTAGCTGTTGTGGTGGCAATTGTCATTATTGGCGGTTGGCTAATCTACCGCTCTCCTTCATTCAAA 
ACTGAAGTCATGCCGGCATGGGCAATGCTGTCCATGGGTTTGATCGCATTGGGAACTGCAAGCCCCGTA 
GTTTTGGGTGATGATCTGTGGGGATTTATGTTTGTGTGCTGGTCTATTGGCACAGCCGTGGGACTTGTT 
GCCTATTCCTTATATATAACGGCCATTTTGCGATCTAAGGCGGGCACACCAACTTTTGCGTGGGGTCTT 
CCTCTTGTCACGCCGATGGTTGCTTCCACCTCGGCAGCACAACTCCATGAGCACTTTGAACTTCCGGCG 
ATGCTGTGGGTTTCTTTCGGGCTCTTCCTTTTAACTTTGGCGTCTGCACCAGCAGTTTTTACCCGAGTG 
TATTTCTACTATTTCGGCCCCAAGGCGCAGGGCATCCCACTGATGGCAACACCAACATCATGGATTCCT 
TTGGGTATGGTGGGCCAATCCACTGCAGCAGCTCAGCTCATCGGTGCGTCCTTTGGATCCAAGACAGCA 
ATCACAATGGGCATTATTTACGGCATCATCATGGGAATTTTTACGATTCCTCTGGGAGCCATCGCTCAC 
TTTGTGTTCTACAGAGCTGTTTTCAAAGGGGCGACATACAGCCCCACATGGTGGGCCAGTACCTTCCCA 
GTTGGCACTTTGAGTTTGGGTGCGCATTTTTTATCACAGAGCACCGGAGTGGAGTGGTTTAACTACTTC 
AGCCTGTACTTGATTGCTTTAATGCTCTTTCATGTCATCGTGTCCACCATCGCCGGTACGATTGCAGTA 
ATGAGAAGAATCGTCGGAAAGCTTAAATCTCAACTGGCC 

RXS02590 - 3' -Region 
TAAAT T GC AGC G AG AGG T C T AAA 

RXS02932 - 5' -Region 

CACTACTGCGTTAAGGTATGAAAGTTCGCACACCAGCGATTTAATTCTGTGCCCACCACTAGCACGACC 
ATTTCAGTTTTAACTTTCTTGGAGTTTTCTA 

RXS02932 - coding Region 

GTGTCCAAAACAGAAGAAGGCCGTTCAGCGGCCATAATTATTTACGCGTTTCCAACTTTCATTCTGCTG 
GGCGCGATCATTGCGTTTATCTTCCCGGAACCATTCATTCCGCTGACAAACTACATTAATATCTTCCTC 
ACGATCATCATGTTCACCATGGGTTTGACCTTGACGGTGCCCGATTTTCAGATGGTGCTTAAACGTCCA 
CTGCCTATCTTGATCGGTGTAGTAGCGCAGTTTGTCATCATGCCATTCCTGGCGATCGTGGTTGCGAAA 
ATGTTCAACCTCAACCCAGCACTCGCCGTTGGCCTTCTCATGCTGGGATCCGTTCCGGGTGGCACCTCC 
TCCAATGTGATTGCGTTTCTCGCCCGAGGAGATGTCGCGCTATCGGTCACCATGACCTCTGTGTCCACC 
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ATTGTTTCCCCAATCATGACGCCTTTCCTCATGCTCATGCTGGCAGGTACTGAAACCGCCGTCGATGGT 
GGAGGCATGGCGTGGACTTTGGTACAAACAGTGCTGCTGCCTGTGATCATCGGCCTAGTTCTGCGTGTC 
TTCTTGAACAAGTGGATCGACAAGATTTTGCCGATCCTTCCTTATCTCTCCATCCTCGGTATCGGTGGC 
GTGGTGTTCGGCGCAGTCGCAGCCAACGCGGAACGACTCGTGTCTGTCGGACTCATCGTGTTCGTTGCA 
GTTATCGTGCACAACGTACTTGGATACGTTGTGGGATACCTCACCGGCCGTGTATTCAAATTCCCAGAA 
GCAGCAAACCGCACCATGGCGATTGAAATCGGAACCCAATCCGCAGGCCTCGCATCGGGAATGGCAGGA 
CGATTCTTCACCCCAGAAGCAGCCCTTCCAGGTGCTGTCGCTGCCTTGGTCCACAACATCACCGGCGCA 
GTTTATGTTGGGCTGGTACGAAACAGGCCTTTGACTAAGGCATC/VAGGAAGAAGGAATCCGTCGCGGTT 
TCCAGC 

RXS02932 - 3' -Region 
TAACTTATTTGCTGCCCGTTAGA 

RXS03042 - 5' -Region 

ATGACACCGGCGCGACGTATGGCATTACTGGCGTACCCCAATTTACGATGACATCTCTGCTCGCCTCGG 
CGACGTCCTGGTTCCTTACGTTCTGATCGTT 

RXS03042 - coding Region 

TTGGTTCTAGCGTTCCTCGTGCTGTTGCTCGTGTTCCGGTCCATTTGGGTCCCATTGATCGCGGCTCTG 
GGCTTTGGCTTGTCAGTTCTGGCTACCTTTGGTGCTACCGTGGCGATCTTCCAAGAAGGTGCTTTCGGC 
ATCATCGACGATCCTCAGCCACTGCTGTCCTTCTTGCCGATCATGCTCATCGGCCTGGTATTTGGTCTG 
GCCATGGATTACCAGATCTTCCTCGTTACTCGTATGCGTGAGGGCTTCACCAAGGGCAAGACTGCGGGC 
AACGCAACGTCGAATGGTTTCAAGCACGGTGCCCGCGTGGTCACTGCTGCGGCGCTGATCATGGTGTCT 
GTGTTCGCGGCATTCATAGCGCAGGACATGGCGTTTATTAAGACCATGGGCTTTGCTCTGGCCGTTGCT 
GTGTTCTTCGATGCCTTCGTTGTTCGCATGATGATTATCCCTGCAACAATGTTCCTGCTTGATGACAAG 
GCTTGGTGGCTACCTAAGTGGTTGGATAAGATTCTTCCCAACGTTGATGTTGAAGGTGAGGGTCTTAGT 
GAACTACATGAGGCTCGCACCGAGGAACTGAAGGAAAATGTAGGTGTCGGGGCT 

RXS03042 - 3' -Region 

T AG AG AAAC AAAAAAGGC T GCTA 

RXS03075 - 5' -Region 

TGTGCAAAATTGCATTCAGGCTGAAAAATTCCTAAAGGGACTCCGTCCGAATAATTGGAAAGCCCAGAA 
G AAC AG T C AAC T C C TAGAT TAAAG G AT AAT C 

RXS03075 - coding Region 

GTGGCGAAATTCCTGTATAAGTTAGGCTCCACGGCCTATCAAAAGAAATGGCCGTTTCTTGCGGTCTGG 
CTCGTGATTCTCATAGGTATCACGACGCTGGCGGGGCTGTATGCCAAGCCAACGTCGAGTAGCTTCTCT 
ATCCCTGGTCTTGATTCTGTCACGACCATGGAGAAGATGCAGGAGCGTTTCCCTGGTTCGGATGATGCA 
ACATCGGCTCCCACTGGTTCTGTCGTCATTCAGGCACCGGAAGGCAAGACCCTCACTGATCCTGAGGTT 
GGGGCTGAAGTAAACCAGATGCTTGATGAGGTTCGGGCGACTGGTGTGCTGAAGGATGCTGATTCCGTT 
GTGGATCCTGTGTTGGCTGCGCAGGGTGTGGCTGCTCAGATGACCCCAGCCCTGGAGGCTCAGGGTGTA 
CCTGCGGAG7\AGATCGCCGCAGATATTGAGTCGATTAGTCCACTGAGTGCAGATGAGACTACCGGCATC 
ATCTCGATGACTTTTGATGCAGATTCTGCCATGGATATATCCGCAGAGGATCGTGAGAAGGTCACCAAT 
ATTCTTGATGAATACGATGACGGCGATCTGACTGTTGTCTACAACGGCAACGTGTTTGGCGCAGCTGCA 
ACCAGCTTGGACATGACCTCTGAGCTCATCGGCCTGCTGGTGGCTGCGGTCGTTCTTATCGTGACCTTC 
GGTTCGTTCATCGCTGCCGGTATGCCGCTGATCTCT 

RXS03124 - coding Region 

ATGACTCCTACCCTGGCGTCGATGATTGGTCTGGCTGTCGGTATCGACTACGCGCTATTTATCGTGTCC 
CGTTTCCGCAATGAGTTGATTTCTCAGACTGGCGCTAATGATCTGGAGCCAAAGGAATTGGCTGAGCGT 
CTGCGCACCATGCCGTTGGCTGCTCGTGCGCATGCGATGGGAATGGCTGTGGGCACTGCGGGTTCTGCG 
GTTGTATTCGCGGGTACCACGGTGCTGATCGCTCTGGTTGCTCTGTCGATCATTAATATTCCATTTCTA 
ACCGTGATGGCCATTGCTGCCGCAATCACCGTTGCCATCGCAGTTCTGGTTGCTCTGTCCTTCCTCCCA 
GCTCTGCTTGGCCTGCTTGGCACTCGCATCTTCGCAGCACGCGTGCCTGGACCTAAGGTTCCGGATCCT 
GAGGACGAGAAGCCAACGATGGGTCTGAAGTGGGTCCGCCTTGTGCGCAAGATGCCGGTGGCTTACCTG 
CTGGTTGGCGTCGTTTTGCTTGGTGCAATCGCAATTCCTGCGACCAATATGCGCCTGGCCATGCCGACT 
GATGGCACCTCCACGCTGGGCACCGCGCCGCGCACGGGGTAT GACATGACGGCAGATGCGTTCGGCCCG 
GGCCGCAACGCGCCCATGATTGCGCTTATCGACGCAACCGACGTCCCTGAGGAAGAACGCCCATTGGTG 
TTTGGACAGGCGGTGGAGCAATTCTTGAACACTGATGGTGTGAAGAATGCTCAGATCACTCAGACCACG 
GAGAATTTCGATACCGCGCAGATCCTGTTACCCCAGAATTTGATGCGATCGATGAGCGCACCTCTGAGA 
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CTCTCGCAACTCTTCGTGCAGATGCTGAGACCTTCGCTGATGACACCGGCGCGACGTATGGCATTACTG 
GCGTCACCCCAATTTACGATGACATCTCTGCTCGCCTCGGCGACGTCCTGGTTCCTTACGTTC 

RXS03124 - 3' -Region 
TGATCGTTTTGGTTCTAGCGTTC 

RXS03125 - 5' -Region 

TGACACCGGCGCGACGTATGGCATTACTGGCGTCACCCCAATTTACGATGACATCTCTGCTCGCCTCGG 
CGACGTCCTGGTTCCTTACGTTCTGATCGTT 

RXS03125 - coding Region 

TTGGTTCTAGCGTTCCTCGTGCTGTTGCTCGTGTTCCGGTCCATTTGGGTCCCATTGATCGCGGCTCTG 
GGCTTTGGCTTGTCAGTTCTGGCTACCTTTGGTGCTACCGTGGCGATCTTCCAAGAAGGTGCTTTCGGC 
ATCATCGACGATCCTCAGCCACTGCTGTGCTTC 

RXS03220 - coding Region 

ATGGGCTTAAGGGAAATTTTGTCCAGCAAGTGGCTTGTGCGCATCCTCCTGGTAGGTATCGGATTGGGT 
GTCGCACAGCAGCTGACCGGCATCAACTCCATCATGTACTACGGCCAGGTTGTTCTCATTGAGGCTGGT 
TTCTCCGAGAATGCAGCTCTGATCGCCAACGTGGCGCCAGGAGTGATCGCAGTTGTCGGTGCATTCATC 
GCACTGTGGATGATGGATGGTATCAACCGCCGTACCACCCTCATTACCGGTTATTCTCTCACCACCATT 
AGCCACGTATTGATCGGTATCGCATCCGTAGCATTCCCAGTCGGCGATCCTCTTCGCCCCTACGTTATC 
TTGACTCTGGTTGTGGTCTTCGTGGGATCCATGCAGACCTTCCTCAACGTAGCTACCTGGGTTATGCTC 
TCTGAGCTCTTCCCGCTGGCAATGCGCGGTTTCGCAATCGGTATCTCAGTGTTCTTCCTCTGGATCGCA 
AACGCGTTCCTCGGATTGTTCTTCCCAACCATCATGGAAGCAGTAGGACTAACCGGAACCTTCTTCATG 
TTCGCCGGAATCGGTGTGGTTGCCTTGATCTTCATCTACACCCAGGTTCCTGAAACTCGTGGACGTACC 
TTGGAGGAGATTGATGAGGATGTTACTTCCGGTGTCATTTTCAACAAGGACATCCGAAAAGGAAAGGTG 
CAC 

RXS03220 - 3' -Region 

TAAAAAC C C AG AC AC T G CAT AG AT AAC AC G 

RXS03221 - 5' -Region 

C AAAAG T AT T C AAAAAAAG T T T G T TAT G T AC GAT T GAC G G G AC AT AT CGTGTCTGC CAC GAT T AAAG AC 
ATTGGTGATGTGAATCACTGCCTACTACATC 

RXS03221 - coding Region 

GTGTTTCGTGACCCTGCACCTCCAAGTAAGGGCACGACAAACTTAGGAGACAAGATGGCTAGTACCTTC 
ATTCAGGCCGACAGCCCTGAAAAAAGTAAGAAGCTGCCCCCACTCACAGAAGGTCCGTATAGAAAGCGG 
CTATTCTACGTTGCACTAGTTGCGACGTTTGGTGGGCTGCTCTTCGGATATGACACCGGAGTAATCAAC 
GGTGCACTCAACCCAATGACACGTGAGCTCGGACTAACCGCGTTCACCGAGGGTGTTGTAACTTCTTCC 
CTGCTGTTTGGTGCAGCAGCTGGTGCGATGTTTTTCGGTCGCATTTCCGACAACTGGGGTCGCCGGAAA 
ACAATCATCTCACTTGCAGTAGCTTTCTTTGTCGGCACCATGATCTGCGTGTTTGCTCCATCTTTTGCA 
GTAATGGTTGTCGGACGTGTGCTTCTTGGACTCGCAGTTGGTGGCGCTTCCACTGTTGTCCCTGTCTAC 
CTGGCTGAACTTGCTCCTTTTGAAATCCGTGGCTCACTGGCTGGCCGTAATGAGTTGATGATTGTTGTT 
GGTCAGCTCGCAGCTTTTGTCATCAATGCGATTATTGGAAATGTTTTTGGACACCACGATGGTGTGTGG 
CGCTACATGCTGGCAATTGCCGCAATCCCAGCAATTGCCCTCTTCTTTGGAATG 
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> RXA00001 
MATVTFKDAS 
AIFIGDKDVT 
ATLGLTEFLE 
LQRKLGVTTV 
MNLGTFSVKD 
PIKLDFVEEL 
EGGQHNFSAS 



(1-1128., t 
LSYPGAKEPT 
HVAPRDRDIA 
RKPKALSGGQ 
YVTHDQTEAL 
GDATSGHARI 
GSDSFLYGKL 
TGKRLP 



ranslated) 3 
VKKFNLEIAD 
MVFQNYALYP 
RQRVAMGRAI 
TMGDRIAVLK 
KLSPETLAAM 
VGEGDLGSSS 



76 residue; 

GEFLVLVGPS 

HMTVGENMGF 

VRNPQVFLMD 

DGYLQQVGAP 

TPEDNGRITI 

EDVPESGQIV 



GCGKSTTLRM 
ALKIAGKSQD 
EPLSNLDAKL 
RELYDRPANV 
GFRPEALEII 
VRAAPNAAPA 



LAGLENVTDG 
EINKRVDEAA 
RVQTRTQIAA 
FVAGFIGSPA 
PEGESTDLSI 
PGSVFHARIV 



> RXA00002 (1-684, translated) 228 residues 

VLHREGKGGL LGAYIAGFEW GLEKDYHVLC EMDADGSHAP EQLHLLLEEI EKGADLVIGS 
RYVPGGETVN WPANRELLSR LGNKYISVAL GAG 1 1SI DM TAG YRAFRRELLE HLDFEELSNA 
GYIFQVDVAF RAIKDGFDVR EVPITFTERE LGESKLDGSF VKDSLLEVTK WGVAHRSEQI 
SDFTSEVSKI ASRTVKDMEL GPKATTAKNA VPDFVSEVSN LAKGTFKK 



> RXA00089 (1-999, translated) 333 residues 

MAT PAS APT S EPRLKRTRAK LFDWKLLIGI IFVAGLVVLS LLTGQYDIFG GDDGQLMFEA 

VRIPRTVSLI LSGAAMAMCG LVMQLLTQNK FVEPSTTGTT EWAGLGLLFV I YFVPAATVL 

DRMLGAVVFS FIGTMVFFLF LRRVTLRSSL IVPIIGIMLG AVVSSISSFF ALQFDMLQQL 

GTWFAGSFNT VFRGQYEVLW IVVIVVIAVF FFADRLTVAG LGEEIATNVG LNYNRMVLIG 

TGLIAIATGV VTVVVGSLPF LGLIVPNVVS MFRGDDLRSN LPWVCLTGIA IVTICDLISR 

TIIAPFEIPV SVILGIIGAV VFVIMIVRQR GRG 



> RXA00090 (1-1119, translated) 373 residues 

VAVDKDIENR TSDLSRWETM EESATVEGRT DVELASAPSK RRTSGAFQTA RAKRRYWIIM 

AALLVTALAF TWGLIWYKNP MPVGHPAFAL IAERRMESVF VMLIVAVCQG FATVAFQTVT 

NNRIITPSIM GFESLYTLIH TSTVFFFGAT ALLATRNLEM FVGQLVIMVL LTLVLYTWLL 

SGKRGDMHAM LLVGI I IGGG LGS I STFMQR ILTPSEFDIL SARLFGSVNN AETEYFPIAV 

PLVVVASVLL LLSSRRLNVV GLGKDAATNL GINHRRSSIY TLVLVSVLMA VSTALVGPMT 

FLGFLVATLA YQFADTYDHR YILPMSALIG FVVLSGAYFV MNHVFRAQGV VSIIIEMVGG 

TVFLI VILRK GRL 



> RXA00099 (1-1173, translated) 391 residues 

VKNPRLIALA AIILTSFNLR TAITALAPLV SEIRDDLGVS ASLIGVLGMI PTAMFADAAF 
ALPSLKRKFT TSQLLMFAML LTAAGQI IRV AGPASLLMVG TVFAMFAIGV TNVLLPIAVR 
EYFPRHVGGM STTYLVSFQI VQALAPTLAV PISQWATHVG LTGWRVSLGS WALLGLVAAI 
SWIPLLSLQG ARVVAAPSKV SLPVWKSSVG VGLGLMFGFT SFATYILMGF MPQMVGDPQL 
GAVLLGWWSI LGLPLNILGP WLVTRFTNCF PMVVIASVMF LIGNGGFCLA PDVAPWLWAT 
LSGLGPLAFP MALTLINIRA ETSAGASALS SFGQGLGYTI ACFGPLLTGF 1VDATGSFRT 
I FLLFAGATL FVIRGGYFAT RQVYVEKLLN R 



> RXA00123 (1-1119, translated) 373 residues 

MPKNYDINGA IRRRDMLRRR YLPDSANSTP VPEEVSPLTR YVTDGI PKRP PLGATVADGL 
KFAEGASNRM VMSLYPAPSK PAIEELAEAW DLHPTIVEDL LLGQQRPKLD RYED1IF1AI 
RSARYI DSRE EVDFSEFHIL MKPQAIAILC QDNQWIDGTS AASFSNPEEI DKRIKTLLAD 
AELLSSGPRA AAYRLLDAIV DGFSPVLRG1 AIDQEQIERQ VFSGDAAVAE RIYNLSQEII 
DMQHTTSSVT EVVQRLNKDF IRSGMSEELR AYLDDVADHL TRDNTRVSEY RESLSQILNV 
NATLVAQRQN EDMKK1SGWA AIIFAPTLVS SI YGMNFDIM PELHWAFGYP LALLAMLGFT 
LLLYWI FKRS KWM 



> RXA00160 (1-573, translated) 191 residues 

MLNIARNRNM KRRLAIAAFV ATATATATMA PASAQTDYAG LSSGVADTVA EAAGVATTAV 
APAATVARPA NGTFTSGFGP RWGTFHNGID IANSIGTPIY AVMAGTVISS GPASGYGQWI 
RIQHDDGSIS IYGHMEYLYV SVGERVAAGQ EIAGMGSQGF STGSHLHFEI HPDGVTPVDP 
QAWLANHGIY V 

> RXA00193 (1-843, translated) 281 residues 

MQATLKKYFP VFVLPTLLAF MIAFLVPFIV GFFLSFTKFT TITNAKWVGI DNYVKAFSQR 
EGFISAFGFT VLVVIVSVIT VNIFAFLLAW LLTRKLRGTN FFRTVFFMPN LIGGIVLGYT 
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WQTMINAVLS HYATTISADW KFGYAGLIML LNWQLIGYMM IIYIAGLQNV PPELIEAAEL 
DGVNKWEMLR HVTIPMVMPS ITICLFLTLS NSFKLFDQNL ALTNGAPGGQ TEMVALNI IN 
TLFNRMNVEG VGQAKAVIFV VVVVVIAYFQ LRATRSKEIE A 



> RXA00203 
MLNNGALVGL 
GSVAALGAMT 
IARGITLVIS 
IGGNMEAARL 
VIGGASLAGG 
KTSK 



(1-912, translated) 304 residues 



IALCVGLFIA 
SAYFFAEVGL 
QGSPIPSAPA 
SGLPVKKILV 
TGKATGTLIG 



TPHFLTIPNL 
PGWITLLIGL 
VNALGRTYFG 
MVYALAGVYA 
AILLAVIRNG 



INIGIQSATV 
FIGLLAGAIS 
I PMPILMMAL 
ALAGLVMTGR 
LNILNVSSFW 



AILAFGMTFV 
GISIAYGKLP 
AGIVCWFILS 
LSSAQPQAGV 
QQIVIGCVIA 



IVTAGIDLSV 
AFIATLAMMS 
RTVLGRSMYA 
GYELDAIAAV 
LAVGFDVIRN 



> RXA00204 (1-1572, translated) 524 residues 

MVNSEQALHQ HDPAPILQLD KVSKSFGPVN VINQVSIDVR PGRVLALLGE NGAGKSTLIK 

MMSGVYQPDG GQILVDGKPT TLPDTKTAES FGIATIHQEL NLVPTMTVAE NVMLGRTPRK 

WGLVN FKHLR RQAQAALDLI GVDVDLRAQV GSLGIARQQM VEIAKALSMN ARILILDEPT 

AALTGREIDQ LFKVVDQLKE KGVAMVFISH HLDEIARIGD TVSVLRDGQF IAELPADTDE 

DELVRLMVGR SIENQYPRSA PEIGQPLLEV KNLNAEGRFT DISLTVRAGE VVGLAGLVGA 

GRTEVVRSIA GVDKVDSGEV IVAGKKLRGG DISEAIKNGI GHI PEDRKAQ GLVLGSSVED 

NLGLATLAST ARAGLVDRSG QHKRAAEVAE KLRIRMASLK QPISDLSGGN QQKAVFGRWV 

LAGSNVLLLD EPTRGVDVGA KVEIYNIINE MTEKGGAVLM VSSELPEVLG MADRILVMSG 

GRIAGELPAK GTTQDDVMAL AVSQVDDSIT EEAAAEIENT KEDR 

> RXA00270 (1-888, translated) 296 residues 

MIGAFEFGLL YGVVALGVYL TFRVLNFPDL TVDGSLTTGA ATAAT ALMS G WPPLMATAAG 
FVTGFIAGMI TGLLHTKGKI DGLLAGILTM IALWSVNLRI MGGANVPLLR TDNLFTPLRD 
AGLLGTWAGP AILAVAVGIL GLIVIWFLNT DIGLSLRSTG DNGPMVQSFG VSTDFTKILT 
I SLSNGFVGL AGALIAQYQG FADISMGIGL IVIGLASVIL GQAI FGQRRV WLAVLAVIVG 
AIAYRLI I FA ALRVGLDPND MKAISAILVV VAMLLPRWRA KFSKAPKPKQ PVAVEA 



> RXA00311 (1-855, translated) 285 residues 

MEHSPEGKRG FFTSSVMAGC SVGNVLAGLV FI PFLMLPEE HLMSWGWRVP FLLSALVLVV 
AYFVRTRLEE ASTEKAEEDA GAPALAVLRT QGIDVARVFL ITFFAVVQTT FNVYALAYAA 
NEIGIDRSFM VMVNTIALGL SIGTIPLAAW VSDRIGRKPV LLFGAITCAI TTYFYFQAIS 
EADLVLI FAL CLVNQGLFYS CWNGVWTIFF PEMFASSVRY TGMAMGNQLG LIIVGFAPTI 
ATALYAWNGW EAVAGFI IGA IALSAAVILT TKETAFTKLE DLGKK 



> RXA00312 (1-426, translated) 142 residues 

METVRTATAA PETASLKLRE AESPAKS PKK AALASLLGST LEYYDFVIYG TASALLFNHL 
FFPQGDPVVA TIGSLASFGV AYIARPIGGL VMGHVGDKIS RKTALMVTLM IMGXASISIG 
LLPTYGQIGI WATVLLMIAR IA 



> RXA00345 
MAGMKKLLWT 
DIEAI ITGGD 
EHDHSEHDDH 
AQADATAVTT 
PTAADVASFQ 
DAFTKAVDDL 



(1-951, tra 
LPILPLVLAG 
IDPESFEPSA 
EHEAEEAHEH 
KMDELHNQIH 
DAINNGDLDV 
TAATNQV 



nslated) 317 residues 

CSTGSADSAD STNAAGSNSL KVVTSTQVWA DVAEAVAPDV 

TDMAKVSEAD IIIVGGGGYD SWLYGTLEDD DRIIHALDLS 

DHDEEGHDHD VDNEHVWYST EYVSEVAEEF AEKVTELDPE 

DLPAVRIAQT EPIADHILSH SDMVESTPEG YRATTLSESE 

LIYNPQSAST VATSLKDLAE EKGIPVVEIY ETPQNTENFL 



> RXA0037 8 
KSWRSYPSWF 
QRIVTVVRKH 
QDQRDVKVND 
AGNLVPITFT 
ARHGILVRSG 
ESHHAISKAL 
MRTTEALLWR 
AIIAIEEQGI 
1GDESVMDCL 
LVNGNIALAW 



(1-1773, t 
AFDHGTLTQN 
RLKRVVQELN 
KVFAGSLNLE 
LAVVDFCLWA 
EIFRVLDDVD 
VKASREARDT 
PRSMTEVREH 
ETMMLSRDTY 
KVADVGVLMG 
I YNGVAMVLA 



ranslated) 
EI YFDVACGI 
IPVQEVRVND 
SEIKVRVIRT 
LISGNINAAF 
TAVFNRVGTL 
GAGGEDVPHW 
LSPRLVAAAT 
PVARRYADSL 
VDRPSDLRDD 
VSGLLHPMAA 



591 residues 
TVLLLAGRLL 
DVKVPPNTTI 
GHRTRIAAVH 
TTTLAVLACV 
TDGEMTVETV 
IEVGNVEITE 
SGGAPLIVRW 
GITHVLAGIA 
SDDPAADVVV 
TVAMLASSLL 



TRRRSQSSLL 
PVDGTVIGGG 
RWVKEATLKE 
APVALALSAP 
TADKGEDPEL 
AGSFQATIEL 
KGKDRGVITL 
PGKKAQVVRA 
MREEVMSVPT 
IEWRSGRARK 



AELGRLQIDP 
SRIAASIIMG 
NRHNRAAIRS 
LATRNSIEAA 
VLR VAGAL AM 
PLIKPSGEKI 
SDHVRSDSSD 
VHTRGSTVAM 
L FKLARR YAK 
Y 
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> RXA00412 (1-1080, translated) 360 residues 

VSHTASTPTP EEYSAQQPST QGTRVEFRGI TKVFSNNKSA KTTALDNVTL TVEPGEVIGI 

IGYSGAGKST LVRLINGLDS PTSGSLLLNG TDIVGMPESK LRKLRSNIGM IFQQFNLFQS 

RTAAGNVEYP LEVAKMDKAA RKARVQEMLE FVGLGDKGKN YPEQLSGGQK QRVGIARALA 

TNPTLLLADE ATSALDPETT HEVLELLRKV NRELGITI VV ITHEMEVVRS IADKVAVMES 

GKVVEYGSVY EVFSNPQTQV AQKFVATALR NTPDQVESED LLSHEGRLFT IDLTETSGFF 

AATARAAEQG AFVNIVHGGV TTLQRQSFGK MTVRLTGNTA AIEEFYQTLT KTTTIKEITR 

> RXA00413 (1-897, translated) 299 residues 

MKLRRITTTA IAGLFAATAL VACGSDSDGS STTVAEGTEG VTIRIGTTDA AKEAWTVFED 
KAAEEGITLD IVPFSDYSTP NEALAQDQLD VNLFQHLKFL AEYNVGSGAD LTPVGSSEIV 
PLALFWKDHD SIDGIDGESV AIPNDPSNQG RAINVLVQAG LVTLKTPGLV TPAPVDIDEA 
ASKVSVIPVD AAQAPTAYQE GRPAI INNSF LDRAGI DPNL AVFEDDPESE EAEPYINVFV 
TKAEDKDDAN 1ARLVELWHD PEVLAAVDRD SEGTSVPVDR PGADLQEILD RLEADQENA 

> RXA00431 (1-675, translated) 225 residues 

MVS1DTYNAC VDFPI FDAKS RSMKKAFLGA AGGAIGRNQD NVVVVEALKN VNLHLREGDR 
VGLVGHNGAG KSTLLRLLSG I YEPTRGSAD IRGRVAPVFD LGVGMDPEIS GYENI I 1RGL 
FLGQTRKQMK AKMEEIADFT ELGEYLSMPL RTYSTGMRIR LALGVVTS1E PE1LLLDEGI 
GAVDAAFMAK ARDRLQALVE RSGILVFAST QRLSCQLCNT ALWVD 



> RXA00444 (1-777, translated) 25 
LLI PATLAML LI IGPIFALL LQIPWDRSWE 
PLALALHLYE RSHPRVTSVL TVLVYAPLVL 
AFT T TAW FA QVFVALPFFI STVTTALRGI 
I FTGMILGFA RALGEYGATL TFAGNIAGVT 
VLI IGA1GAL RLFSKVRKV 



9 residues 

LLTAPESLGT ARLSIGTALF STALCAIVGF 

SPVVSGLALT FLWGRRGFLG SWLDQVGLP1 

PKQFEEIAAT EGATRWEIMH KM I I PLAMPG 

RTI PLHIELG LSSNDMDKAL GAVIMLLAVY 



> RXA00445 
MADLSIEHVS 
SIGNKIAKLG 
APLARRKITE 
GLTFVYVTHS 
RGDAVEAWRP 
VFSF 



(1-912, translated) 304 residues 

RFFGDAIALN DVSLTVPSGS 1TAIIGPSGS GKTTLLRLLA GLDSPDEGTV 
DTALCFQDSP LYPHLNVWEN VAFPLKLKAT NTADEVVKKR VSDVLEMLEI 
LSGGQKQRVG IARALVRDVE VYLFDEPMAH LDQALARDIV ADLRKIQQSL 
KS E AFALADQ IVVLVDGQVA QVGEAEELVE KPKTLEIAEF LSPTELNVRR 
EDTQLARGGT ATVEAVTYLG REWLVQTTEG HAVSEEKFDV GESVTLTQKK 



> RXA00466 (1-987, translated) 329 residues 

VQSRLSKILR SSVVGVAVLA LLAGCSNNAD DTDADSTSTG NSAFPVS1EH EFGTTTIDDV 

PERVVTLGVT DADIVLALGT VPVGNTGYKF FENGLGPWTD ELVEGKELTL LDSDSTPDLE 

QVAALEPDLI IGVSAGFDDV VYEQLSDIAP VVARPAGTAA YAVAREEATN LVARAMGQSE 

KGQELNEETD ALIQAARDEN PS FDGKTGTV ILPYQGKYGA YLPGDARGQF LDSLGISLPE 

AVLSRDTGDS FFVDVPAESV KDVDGDVLLV LSNDENLDIT AENPLFETLN VVQKDAVIVA 

TTEERGAITY NSVLSVPFAL EHLAPRIAE 



> RXA00482 (1-648, translated) 216 residues 

MRISSKLVTT ALLAAISLFG ISTAQAQDIF DGGRLAGGSS QVSNLSSVPE NLALPEIENS 
IDLERYKGKW YQVAAIPQPF SLQCSHDVTA DYGVIDSDTI SVTNKCGTFF GPSVIEGSAK 
VVSNASLKVS FPGIPFQSED NQANYRVTYI EDDYSLAIVG SPSRSSGFIL SRTPQLSSDQ 
WSHVRNITED SGWWPCAFIT VPATGGLNTA TPLCTL 

> RXA00523 (1-750, translated) 250 residues 

VLRNQLASPD IIGISSGASA AGVICIVFFG MSQSAVSAIS L CAS LAVAL L I YLVAYRGGF 
SATRLILTGI GIAAMLNSLV SYSLSKADSW DLPTATRWLT GSLNGATWDR AMPLIVTTVV 
LIPLLVANAR NVDLMRLGND SAVGLGVATN RTRVIAI I AA VALIAVATAA CGPIAFVAFV 
SGPIAARILG SGGSL1IPSA LIGGLIVLIA DLIGQYFLGT RYPVGVVTGA FGAPFLI YLL 
IRSNRAGVTL 

> RXA00525 (1-660, translated) 220 residues 

MSLAESILLA LTSLRSNKMR ALLTLLGVI I GIASVIGILT IGKALQDQTL NSLESLGAND 
LSAQVEERPD EDSPEPDMFA FSGAANSSGN L1PEETVDTL RDRFAGSITG ISVGGMGTQG 
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TLIGDTADLK SDLLGVNEDY MWMNGVEMNY GRAITQDDVA AQRPVAVIAP DTFNTLFDAN 
PNLALGSEVA FELNGQETFL RVIGVYKEAA AGGLVGSNPT 



> RXA00556 (1-594, tr 
YTPYTVANDI THTKDGLNTL 
QIEEFNTILG AMSLGISAIG 
LQFVVEAMII CFIGGILGVL 
YPANKAAKLD PIDALRYE 



anslated) 198 residues 
SIRAAQGVDQ DSLKGSLQTY 
GISLLVGGIG VMNIMLVSVT 
LGGILGLIMS SAIGYISLPP 



FDALYANNDS HHVAMLDFRK 
ERTREIGVRK ALGARRRDIR 
LSGIVIALVF SMAIGLFFGY 



> RXA00596 (1-453, translated) 151 residues 

MLNALKFIPW LIGQIFLSGF SVITAAVKKD TGFNPVVIRY PLRVTTDFQI AALSTCITAT 

PSTLSLGLRE PRKPGDPTIL LIQAVFGSDP VEVFESIADM EQRLVPSVAS IDHGVPGQGP 

YKEIRPSDAE WPSREIADTA QNTVSQDKRE F 

> RXA00634 (1-1383, translated) 461 residues 

MWERFSFYGM QALLVYYLYF DVAAGGLGLD QTQATGLVGV YGALLYLCCW AGGWVS DRVL 

GAEKTLLGGA ISVTIGHLVL AGLGGKIGLA IGLGCIAIGS GFVKTAAITV LGSRHGEQEG 

DAKADPAFQL FYLGINVGAL LGPLLTGWLS SRYSFEMGFG AAAVLMIGGL GIYAALRKPM 

LQSFPLEVKK ALLRAQNPAE KHVISTAFAA VAVLCGVLLY LLLTETVSAD QLAGALLLVT 

IGAALWLIIQ PLRHPQVSSE EKRKVLAFIP IFVCSTAFWA VQAQTYGVLA VYSQERVDRM 

VGDFEIPAAW SQSLNPFFIL ALSIPISLWF MRGSRAPRVK IGISIGVIIA GSGLLVLIPF 

VGMPLAPVWV LPLSVFLISL GELFIGPGGM AATAHHAPRI FATRFSALYF LTLAIGMS I A 

GNVSKFYDPT NHTSELRYFA VFGISIIVIG VGSLMVAKKV G 



> RXA00665 (1-438, translated) 146 residues 

MSSSTLLLAS GQVTALAADY TLSHTPSDGI LVVLGFAMIL TFMTLIMLGR LTPMVAMLLV 
PTIFGLIAGA GLGLGDMALD AIKDMAPTAA LLMFAIMFFG IMI DVGLFDP LIRVITRVLH 
DDPAKVVIGT AVLAGVVSLD GDGSTT 



> RXA00702 (1-1320, translated) 440 residues 

LGLPPAVMRK RVEETLDLLG IAELRYVPLA ELSGGEQQRV AIGAVLTTRP ALI ILDEPTS 

ALDPNGAEDV LATVTKLAHD LAMTVVLAEH RIERVLQYVD RVAHVGADGH VTVGTPEEIM 

ADSDVAPPIV ELGRWAGWAP LPLSIRDARA HSADMRKRLY QRGLVVNKLH NHAVQPLLTA 

EDIMVDFPEI RAVDGVNLNL NSGEITVLMG RNGCGKSSLL WALQGSGTRN QGSVQVLDEA 

AGFSWTDPKT LKPAKRRNLV SMVPQTPTDI LYESTVHAEL ARS DKDAAAP AGTTREILDS 

LVPNI PDHLH PRDLSEGQKL SLALSIQLAA KPRVVFFDEP TRGLDYDGKK SLARSFQQLA 

DDGHAILVVT HDVEFSALCA DRVLFMASGK IISDGTAVEI LPASPAYAPQ VAKITAGIQE 
ESHWLTVSAV KAALGHGEIS 



> RXA00728 (1-792, translated) 264 residues 

VAAAIIVALL AWFIISALNN EAYGWDTYRS YLFDTRIATA ALHTIALTLL SMILGVVLGA 

ILAVMRMSGN PVMQGVAWLY LWIFRGTP1Y VQLVFWGLLG SLYQSINLGF AEI DLQSLLS 

NMFLLAVIGL GLNEAAYMAE IVRSGIQAVP EGQMEASKAL GMNWSMTMRR TILPQAMRII 

IPPTGNELIS MLKTTSLVVA I PYSLELYGR SMDIAYSLFE PVPMLLVAAS WYLVITSILM 

VGQYYLEKHF EKGSTRTLTA RQLA 

> RXA00732 {1-822, translated) 274 residues 

MLVQMTSTLM ISAPMLAIGG I IMAVRQDLG LSWLMVVSIP VLIIVVALII VRMVPLFQTM 

QKRIDRINQI IREQLTGIRV IRAFVREDVE RERFTTASKD VADIGVRTGN LMALMFPAVM 

LIMNLSAVAV IWFGAFQVES GETQIGTLFA FLQYIMQILM GVMMAAFMFV MVPRAAVSAD 

RTGEVLETTP SVQAPETPAQ PSTSAGEIVF NNATFAYPGA DDPVLNNVSF RVAPGSTTAI 

IGSTGSGKTT LIGLVPRLFD VTEGDVTVDG TDVR 



> RXA00734 (1-453, translated) 151 residues 

RHLRYGNEDA TETQLWQALA IAQAADFVRE MPEGLDSEIA QGGTNVSGGQ RQRLAIARAL 

LKQPEI YIFD DSFSALDVST DAALRRALST NLPDATKLIV AQRVSTIRDA DQIVVLDNGE 

VVGIGTHTNL LNTCGTYREI VESQETAQAQ S 

> RXA00759 (1-924, translated) 308 residues 

MLRYVGRRLL QMIPVFFGAT LLI YALVFLM PGDPVQALGG DRGLTEAAAE KIRQEYNLDK 

PFIVQYLLYI KGIFVLDFGT TFSGQPVIDV MARAFPVT IK LAI MALL FES ILGIIFGVIA 
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GIRRGGI FDS TVLVLSLIVI AVPTFVIGFV LQFLXGVKWG LLPVTVGSNT SITALIMPAV 

VLGAVS FAYV LRLTRQSVSE NLRADYVRTA RAKGMSGFNV MNRHVLRNSL IPVATFLGAD 

LGALMGGAIV TEGI FGINGV GGTLYQAILK GEPTTVVSIV TVLVIVYIIA NLLVDLI YAV 
LDPRIRYA 



> RXA0O7 60 (1-1032, translated) 344 residues 

MPNNEFHTNH SLGQDDQTPD QAHFFPQGRG EALVRPGQEH FIAATDETGL GAVDAVADDS 

APTSMWGEAW RDLRRRPLFW VSAVLIILAL LLAAVPQLFT STDPQFCVLA NSLDGPQSGH 

PFGFDRQGCD I FART VYGAR ASVAVGVLTT LLVALIGTVF GALAGFFGGI MDTILSRITD 

MFFAI PLVLA AIVVMQMFKE HRTIVTVVLV LGLFGWTNIA RITRGAVMTA KNEEYVTSAR 

ALGASKAKIL LSHIMPNAAA PIIVYATVAL GTFI VAEATL SFLGIGLPPS IVSWGADIAK 

AQTSLRTQPM VLFYPAMALA LTVLSFIMMG DVVRDALDPK SRKR 



> RXA00761 (1-591, translated) 19 

MTTNI PQTPN HEGEQPLLEL KDLKISFTSS 

STTAMSI IGL LPGTGKVTEG SIMFDGQDIT 

RIGTQVKESL RANHVVPGSE MDKRVAEVLA 

GLAARPKLLI ADEPTSA 



7 residues 

TGVVDAVRGA NLTI YPGQSV AIVGESGSGK 
GLSNKQMEKY RGSEIGLVPQ DPMTNLNPVW 
EAGLPDAERR AKQYPHEFSG GMRHRALIAI 



> RXA00774 (1-654, translated) 218 residues 

MDKATDALLR T S LAS AE SAL GNAEKLEELR TGCESQAVEL LALETPVARD LRQVVSSIYI 
VEEITRMGAL AMHVANSVRR RYPDPVIPED MRGYFKEMAR LAADMTDHIR Q1LIDPEPDL 
ALEMAKSDDA VDDLHQHIMR ILTLRPWPHD TKSAVDLTLL SRFYERYADH T VNVAARI I Y 
LSTGLHPEEY MEKREQQRAD ADMEKRWAEL ERQFRTSE 



> RXA00775 (1-771, translated) 257 residues 

MSKLKLNDVN IYYGDFHAVQ NVNLEVPARS VTAFIGPSGC GKSTVLRSIN RMHEVTPGAY 
VKGEILLDGE NIYGSKIDPV AVRNTIGMVF QKANPFPTMS IEDNVVAGLK LSGEKNKKKL 
KEVAEKSLRG ANLWEEVKDR LDKPGGGLSG GQQQRLCIAR A1AVEPEILL MDEPCSALDP 
ISTLAVEDLI HELKEEFTIV IVTHNMQQAA RVSDQTAFYS LEATGRPGRL VEIGPTKKIF 
ENPDQKETED YISGRFG 



> RXA00776 (1-921, translated) 307 residues 

MTNNVVTPRM DEPLKKSSAF TDISSSRKTT NTAATVI I YG AMLIAAVPLV WVLWTVISRG 

IAPILTADWW STSQAGVMLM LPGGGAAHAM IGTFMQAVVT SVISIPIGIF TAI YLVEYSN 

GNRLGRLTTF MVDILTGVPS IVAAL FVYSL WIVLFGFDRS GFAVSLSLVI LMVPVIIRNT 

EEMLRVVPQD LREASYALGV PKWKTIAKIV LPTALSGIVT GVMLAVARVM GESAPVLVLV 

GSSQAINWNP FGGPQASLPL MMLDMYKAGT APATLDKLWG AALTLVLIIA VLNIGARIIS 
AKFSVKQ 



> RXA00777 (1-1065, translated) 355 residues 

MATNESVSEK QRLDAT RVQA HPVAVNANSS QTKPSKKIVA EGGGSVKRPG DRI FEVLSTA 
SAAIITAIII AIAAFLIWRA VPALMRNAEG 1GGFFTYSGA WNTTDIDAMY FGIPNLLAAT 
LLISVIALII AMPIALGIAI FLSNYSPKRL VKPLGYMVDM LAAVPSIVYG LWGWQVLGPA 
LSGFYTWIES WGGSFFLFAT YQNSPSFATG RNMLTGGIVL AVMILPVIEA TAREVFIQTP 
KGHIESALAL GATRWEVVRL TVLPFGMSGY VSGAMLGLGR ALGETMALYM VVSPSSAFRF 
SLFDGGTTFA TAIANAAPEF NDNTRAGAY1 SAGLVLFALT F I VN AG ARAM VNRGK 



> RXA00828 (1-369, translated) 123 residues 

EHQFVARTVR DELEIGPKIM KVDASERIEE LLDRLRLRHL ENANPFTLSG GEKRRLSVAT 
ALVAAPKLLI LDEPTFGQDP ETFTELVTML RELTDNGISI VSVTHDPDFI AALGDHHIEV 
SAK 

> RXA00832 (1-555, translated) 185 residues 

TLTAVVYGFF LFRQMGAQAG EFQEVEVAEK ADDAAKWEVP FRGLILITTV LPIVLLSHDM 
ATVMDEVLAS LGAPVAMAGL I1ATIVFLPE TITSLKAAWT GEIQRVSNLA HGAQVSTVGL 
TIPAVLVIGV ITGQDVVLGE TPINLLLLGT TIAVTAIAFS SKKVSAVHGS VLLMLFGVYM 
MSMFA 



> RXA00934 (1-789, translated) 263 residues 

PSFSMAALPF AEGPIVATYH ASSSGSKLLK AFLPVLSPML EKVRAG1AVS EMARRWQVEQ 
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VGGDPVLIPN GVETSMFKAA RQIEPNDPVE IVFLGRLDES RKGLDILLRA LTRLDRPFTC 
TVIGGGTPRE VAGINFVGRV SDEEKAAILG RADIYVAPNT GGESFGIVLV EAMAAGCAVV 
ASDLEAFSLV TDSEAAQPAG VLFKTGSDAD LAKKLQALID DPSSRSTLIA AGLKRANAYD 
WSTVSTQVMA VYETIAIDKV RLG 

> RXA00939 {1-168, translated) 56 residues 

GVLLGGVTMS IGMLVHEASV LLVIAIAMLL LRPTLKEDKD KADVSTADAA KETLSA 



> RXA00942 (1-204, translated) 68 residues 

LSTKNYHVEG LTCANGVASV EDEIGIVAGT QGVDIDIETG RVTVTGEGFT DEEI IEAVAN 
AGYKVSGR 



> RXA00950 (1-906, translated) 302 residues 

MNTPAVQVQN LSLSFGSFTA VNGLSLTVEQ GSIHGFLGPN GAGKSTTIRA LIGVLKPQTG 
SVAILGQDPV AHPDVLRRVG YVPGDATLWD NLTGAEVFRA LESLRKTPSN RALENELI DA 
FQLDPSKKIR EYSTGNRRKV SLIAALSHEP ELLIVDEPTA GLDPIMEQVF VTYVRKARTN 
GASVLLSSHI LSEVEQLCDY VTVLKEGRAV ASNEVSYLRK ISAHRITAT1 PAVPQHLAGR 
GEVDFDAGHL SITCDASEVP DILRI I IDAG GQDI ISTAAS LEEI FLRHYG ETVSGSESKA 
SQ 



> RXA00960 (1-459, translated) 153 residues 

LKNDVDVNVA GFVVPLCATI HLAGSMMKIG LFTFAVVFMY DMEVGVGLSI GFLLMLGITM 

IAAPGVPGGA IMAATGMLAS MLGFNTEQVA LM1AAYIAID SFGTAANVTG DGAIAVI VNK 

FAKGQLHTTS PDEIEEDDRV AFDITPSDVE HHK 

> RXA00980 (1-639, translated) 213 residues 

MFVGVNGHAI G I VAVADAVR SDSASAIESL HKAGIQVVMA TGDAHRVAQN VASKLGVDEV 
YSELLPEQKL ELVRDLQAAG KTVAMVGDGV NDT PALAAAD IGVAMGVAGS PAAIETADIA 
LMADRL PRLA HAVT LAKRT V RTMRINILIA LATVMVLLAG VLFGGVTMSV GMLVHEASVL 
LVISIAMLLL RPTLKEDAAQ ASDIKRSEIQ QIA 

> RXA01000 (1-540, translated) 180 residues 

MLAARGVGPY WLRTVLRFVF AVIRAFPEVV 1AI ILLTVTG LTPFTGALAL GISGIGQQAK 
WTYEAIESTP TGPSEAVRAA GGTTPEVLRW ALWPQVAPSI ASFALYRFEI NIRTSAVLGI 
VGAGGIGSML ANYTNYRQWD TVGMLLI VVV VATMIVDLIS GTIRRRIMKG ASDRVVAPSN 

> RXA01002 (1-417, translated) 139 residues 

PTEHDKQIAF HALESVGILD KVWTRAGALS GGQKQRVAIA RALSQDPSVM LADEPVASLD 
PPTAHSVMRD LENINNVEGL TVLVNLHLID LARQYTTRLV GLRAGKLVYD GPISEATDKD 
FEAI YGRPIQ AKDLLGDRA 



> RXA01003 (1-804, translated) 268 residues 

MTTPSSTLIP QKPRAGVKTY LIIGAIVVFT VAT AT PALGG IELDFASIAA NWRNGANKLL 
QMLQPNFAFL PRTWLPMLET LQMALVGAVL SAAVSVPLTL WAAQATNTSA IGRGIVRTII 
NVVRSVPDLV YATILVAMVG VGALPGILTL FLFNLGI VVK LVSEAIDSTE HPYMEAGRAA 
GGSQFQINRV SALPEVMPLF ANQWLYTLEL NVRISAILGI VGAGGIGRLL DERRAFYAYA 
DVSVIILEIL IVVIVIEVIS NALRKRLV 



> RXA01006 (1-858, translated) 286 residues 

MTTSQILRRI GQAVLVLLVT FTLAFIMLSA LPGDAVSARY SSPDLGLSPE QIAQIRESYG 
ADESLIAQYF STLGGFLVGN FGYSVQTGTA VATQLAEALP GTLTLAILAF LLAAILALVI 
SILATMDRFA WIKGIFQALP PFFVSLPSFW LGIILIQIVS FRLGWVPVIG TTPAQGLILP 
T1TLSIPITA PLAQVLIRSI EEVKAQPFIA AVRARGAGEM WIFFRNI IRN ALLPTLTIAG 
ILFGELVGGA VVTEAVFGRA GLGQMTVNAV ANRDMPVMLA IVVIAA 



> RXA01012 (1-1641, translated) 547 residues 

MTTPLLEIND LVVSYQTAKG LVHAVNNVSL EVHPGQITAI VGESGSGKST TAQAVIGLLA 
DNAEVDSGRT SFNGRSLVGL NAREWKNVRG TKIGLI PQDP NNSLNPVKTI GASVGEGLAI 
HKRGTAAERK KKVIELLERV GIDNPEVRYD QYPHELSGGM KQRALIAAAI ALEPELI IAD 
EPTSALDVTV QKI ILDLLED MQRELGMGIL FITHDLAVAG DRADRI VVMQ KGEVRESGYA 
ASVLTDPQHE YSKKLLADAP SLTIGEIPTR VPAVDPEVAQ AKGPLLVVDK FRKEHQRGKE 
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GAFVAANDIS FEVLPGTTHA IVGESGSGKT TLGRAIAMFN TPTSGSISVS GKDITNLSKA 

QQRELRQQIQ LVYQNPYSSL DPRQTIGSTI AEPLRNFTKV SKQEADEKVA HYLELVALDP 

ALATRRPREL SGGQRQRVAI ARAMILEPEL VVFDEAVSAL DVTVQAQILR LLDDLQRELG 

LTYVFISHDL AVVREISDTV SVMSRGNQVE LGKTAEVFNN PQTDFTRRLI DAIPGSRYRG 
GELNLGL 



> RXA01013 (1-795, translated) 265 residues 

LGNPWTRPAA VISIVVLAVA VLMALVPGLF TSQDPFTGDD VALLGPSGTH WFGTDSVGRD 
LYSRVVYGAR ETLLGALIAV LVGLIVGTLI GLLAGAQRGW VDTVLMRFVD VLLSIPALLL 
SLTVI ILLGF GTMNAAIAVG IT'S VAT FARL ARSQVMTVAG SDFVEAAYGS GGTQAQVLFR 
HILPNSLTPV FALAALQFGS AILQLSVLGF LGYGAPAPTP EWGLLISDAR DYMATSWWLT 
VLPGFVIIAV VMSANYLSRI IQKEA 

> RXA01070 (1-1386, translated) 462 residues 

MANATAQKGR FGLPGWMTGF GAQVIAGLIL GLILGLVARG MDSGAADGEA SWLTGLLSGV 
GSAYVSLLKV MVPPLVFAAV VTSVAKLREV ANAARLAVST LVWFAITAFF S VL AG I AVAL 
IMQPGVGSTV DASNAADPSR VGSWLGFIQS VIPSNILGLS GSYSENSGVN LSFNVLQILV 
ISIAIGVAAL KAGKSAEPFL KFTESFLKI I QIVLWWIIRL APIGSAALIG NAVATYGWSA 
LGSLGKFVLA I YVGLAIVMF VIYPVVLKLN GIPVLGFFKR VWPVTSLGFV TRSSMGVMPV 
TQRVTEQSLG VPSAYASFAI PLGATSKMDG CAAVYPAVAA IFVAQFYGID LSIMDYVLIM 
IVSVLGSAAT AGTTGATVML TLTLSTLGLP LAGVGLLLAI EPIIDMGRTA TNVTGQALVP 
AIVAKREGIL DQDVWDAAEK GGAAIEMATV SEKETEPAEV RS 

> RXA01094 (1-948, translated) 316 residues 

MTLATIPSPP QGVWYLGPIP IRAYAMCIIA GIIVAIWLTR KRYAARGGNP EIVLDAAIVA 
VPAGIIGGRI YHVITDNQKY FCDTCNPVDA FKITNGGLGI WGAVILGGLA VAVFFRYKKL 
P LAP F ADAVA PAVILAQGTG RLGNWFNQEL YGAETTVPWA LEI YYRVDEN GKFAPVTGTS 
TGEVMATVHP TFLYELLWNL LI FALLMWAD KRFKLEHGRV FALYVAGYTL GRFWIEQMRV 
DEATLIGGIR INTIVSAVVF AGAIIVFFLL KKGRETPEEV DPTFAASVAA DAVASPDRKP 
LPKAGEGIDG ETPSTR 



> RXA01135 (1-324, translated) 108 residues 

VTHILFDSRR FLQLGAFASL STALAGAARY VTSTSNNEPA DNTPLTIGYV PIAGSAPIAI 

ADALGLFKKH GVNVTLKKYS GWSDLWTAYA TEQLDVAHML SPMTVAIN 

> RXA01141 (1-462, translated) 154 residues 

VNSAADLKGM VLGIPFEYSV HALLLRDYLV SNAVDPIADL ELRLLRPADM VAQLTVEGID 

GFIGPGPFNE RAISNGSGRI WLLTKQLWDK HPCCAVAMAK EWKAEHPTAA QGVLNALEEA 

SAILSNPAQF DSSARTLSQE KYLNQPATLL DGPS 

> RXA01142 (1-420, translated) 140 residues 

TRTHLEQVGL TDAAERRPAR LSGGMQQRVG IARAFAIDPP IMLLDEPFGA LDALTRRELQ 

LQLLNIWEAS RRTVVMVTHD VDEAILLSDR VLVMSKSPEA TIITDIPVNL PRPRHELSED 

ASVEAETTAL RKRMLHLLEH 



> RXA01164 (1-1575, translated) 525 residues 

VTLFVRLALA AVGGLFVFAS NEPIGWFVAG IVGTALFFIS LAPWDLGVPQ KRRKKNEPVP 

FLQQMSTGPT VVQGMLLGFV HGLVTYLQLL PWIGEFVGSL PYVALSVVEA LYSIALGAFG 

VLIARWRDWK VLLFPAMYVA VEYLRSSWPF DGFAWVRLAW GQINGPLANL AALGGVAFVT 

FSTVLAAVGV AMVIISKKRL AGAIITASVI AIGAVSSLYV DRNGTSDESI EVAAIQGNVP 

RMGLDFNAQR RAVLANHARE TLKLDEQVDL VIWPENSSDV NPFSDAQARA IIDGAVEHVQ 

APILVGTITV DEVGPRNTMQ VFDPVEGAAE YHNKKFLQPF GEYMPFREFL RIFSPYVDSA 

GNFQPGDGTG VVEMNAANLG RAVTVGVMTC YEVI FDRAGR DAIANGAEFL TTPTNNATFG 

FTDMTYQQLA MSRMRAIEFD RAVVVAATSG VSAIVNPDGS ISQNTRIFEA ATLTESIPLK 

DTVTIAARVG FYVELLLVII GVLAGLFAIR MNSRSKSAKG SARPA 



> RXA01168 (1-720, translated) 240 residues 

RTATPDVHVL IVDDNSPDGT GERADKLAAD DDHI FVLHRE GKGGLCAEYM AGFQWGLERD 

YQVLCEMDAD GSHAPEQLHL LLAEITNGAD LVIGSRYVPG GRVVNWPKNR WLLSKGGNVY 

ISVALGAGLT DMTAGYRAFR REVLEALPLD ELSNAGYIFQ VEIAYRAVEA GFDVREVPIT 

FTEREIGESK LDGSFVKDSL LEVTKWGLKH RGGQAKELSK EMVGLLNYEW KHFKKRNTWL 



Appendix B, page 7 



Attorne^teket No.: BGI-131CP 



> RXA01185 (1-858, translated) 286 residues 

MTDPENSQGT PQICPTDPTT QALAVRGLTK SYGDATVVNN INLDI PKGAI YGIVGPNGAG 
KTTMLSMATG LLRPNKGTAW ISGFNVWEEP NDAKRSMGLL ADGLPI FDRL TGKELLTYVG 
ALRELDEGIV DQRSEELLEA LGLKEAAGKR VVDYSAGMTK KILLAQALIH NPKVLILDEP 
LEAVDPVSGR LIQQILKNFA QTGGTVVLSS HVMELVEGLC DHVAI 1NRGV VEIAGHVNEV 
RRGRSYRMSS LMRLKALLFK RGHYLGWVRP KAIAKAK1RT R1GLSK 



> RXA01188 (1-1104, translated) 368 residues 

MMNGVVQPQE HLDATLIAAD FHGNPENSGD RKERLNFQGW KYALNRTVRD VFPDGLLDLA 

ALLTFFSILS IAPAVLLGYS VITIFLASDS TEILNLVRDE VNQYVPEDQS HVVNGVTDST 

AGSAAAGQVG VAVGVITALW TSSAYVRAFS RCANAVYGRS EGRTLIKRWA MLLFLNLALL 

LGIIIILVSW VLNETLVMGI FAPIAEPLHL TNVLSFLTDR FMPIWIWVRF PVIVGVLIMF 

VATLYYWAPN ARPWKFRWLS LGSFLAIVGI LLAGVGLNFY FTLFAAFSSY GAVGSLLAVF 

IALWVFNICL IIGLKIDVEI SRAKQLQAGM PAEDYSLVPP RSIEKVAKMK QRQQRLMDQA 
AAIREESN 



> RXA01245 {1-1767, translated) 589 residues 

ASWVTTLGLG GFHLDFWWEL ALLVTIMLLG HWLEMRALGA AS SAL DALAA LLPDEAEKVV 
DGTTRTVAIS ELAVDDVVLV RAGARVPADG TIMDGAAEFD EAMITGESRP VYRDTGETVV 
AGTVATDNTV RIRVEATGGD TALAGIQRMV ADAQASSSRA QALADRAAAL LFWFALITAL 
ITAVVWTIIG SPDDAVVRAV TVLIIACPHA LGLA1PLVIA ISSERAAKSG VLIKDRMALE 
HMRTI DVVLF DKTGTLTEGA HAVTGVAPAT GIAEGELLAL AAAAEADSEH PVARAIVTAA 
AAHPEASQRQ LRATGFTAAS GRGIRATVDG AEILVGGPNM LREFNLTTPG ELADITGSWA 
QRGAGVLHVV RDGEI IGAVA VEDKIRPESR AAVRALQARG VKVAMITGDA TQVAQAVGKD 
LGIDEVFAEV LPQDKDTKVT QLQERGLSVA MVGDGVNDAP ALARAEVGIA I GAGT DVAME 
SAGVVLASDD PRAVLSMIEL SHASYRKMVQ NLVWATGYNI VAVPLAAGVL APIGVLLPPA 
AAAILMSLST I IVALNAQLL RRIDLDPAHL APTDGKEEKA AVSSAAPVR 



> RXA01247 (1-234, translated) 78 residues 

VAAAT DAT P E GPTTYQVTGM TCGHCADNVT EAVSALPQVD DVQVDLIAGG VSIVTVTGSV 
PLETVHRAIE ETGYTVLS 



> RXA01285 (1-543, translated) 181 residues 

PQTSIAPEGI RVYDL1ARGR APYQSLIQQW RTSDEDAVAQ ALASTNLTEL AARLVDELSG 
GQRQRVWVAM LLAQQTPIML LDEPTTFLDI AHQYELLELL RAFNEAGKTV VTVLHDLNQA 
ARYADHLIVM KDGHVHATGT PEEVLTAEMV QGVFGLPCII SPDPVTGTPT VVPLSRSRAG 
A 



> RXA01289 (1-1044, translated) 348 residues 

MTAVAVEKQK ETSISKNLGR RRALGTLGIV VALGALIVLS IAVGANPLSF SSVWQGFTAH 
DSSEASIIVW SMRI PRTLVG I VTGAAFGVA GALIQALTRN PLADPGILGV NAGAGFAVTV 
GVGFFGLSSV TGYIWFAFLG AAAATLLVYF IGASTSGSVN PVALVLAGVA LAAVLGGVTS 
FLTLIDPETF ESIRNWNLGS VARTDLSDTM TVLPFLAVGL AIALLLSGAL NSIALGDDLA 
AS LGT KVMRT RVLGIISVTL LAGGATALTG GIGFVGLMVP HVVRWVVGPD QRWI ITFSAL 
CAPVLVLGAD ILGRI IARPG EIEVGIVTAV IGAPVLIALV RRRKASGL 



> RXA01290 (1-1164, translated) 388 residues 

VVFNIKSRTD ETPVAASEPV ESTRPVSEAS TSPALWPGYH AVSVQRRRFS FRIPARLMVV 
SLILFAIALC SATWAITMGD YPLSLGQVIN ALAGTGEKFQ LLVVREWRLP VAIAAVVFGA 
LLGIGGAIFQ SITRNPLGSP DVIGFDAGSY TAVVLVILVL GNTHYWSIAF AAIVGGIVTA 
FAVYVLAWRK GVQGFRLI IV GIGVSAMLSS VNAYLITRAD VEDAMVVGFW SAGSINRITW 
QSLLPSLVIA AVIIVAAIVL ARSLRFMEMG DDVATTLGVK TNSTRLALIV VGVATSALVT 
AAAGPISFIA LVAPQLARRL TKTPGVSLVA AAAMGSALLS CAHLLSLIIS SFYRTIPVGL 
LTVSIGGCYM IWLLLRETRR QYRTGTIR 

> RXA01297 (1-798, translated) 266 residues 

MGYVGMVLAI LFIGLPLVFI VLTSFKQQSE IYTQPVTWFP SEFNFDNYAN VFERVPFLNY 
FRNSIIITVI LCLVKIILGV I SAYALSILR FPGRNLVFLL VISALMVPSE VTVISNYALV 
SQLGWRDTYQ GIIVPLAGIA FGTFLMRNHF MSIPSELIEA ARMDHCGHFR LLWKVLLPIS 
MPTLVAFSMI TVVNEWNQYL WPFLMAETDN SATLPIGLTM LQNNEGVSNW GPVMAATIMT 
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ML P VL VM FLA LQEYMIKGLI SGAVKG 



> RXA01298 {1-393, translated) 131 residues 

FVWKNLGYSF VI YLAALQGL NKDLSEAAPV DGASAWTRFW KVTLPQLRPT TFFLSITVTL 

NSVQVFDIIH TMTRGGPLGN GTTTLVYQVY TETFTNYRAG YGATIATILF LLLLIITVIQ 

VRYMDKENKQ K 



> RXA01303 (1-1335, translated) 445 residues 

VTQLNTKGVV LQGWDPEDPE HWDSKIAWRT LWITTFSMII GFCVWYLVSA IAPLLNRIGF 

DLSAGQLYWL ASIPGLAGGL IRLI YMFLPP ILGTRKLVGI SSGLFLI PMF GWFLAVQDSS 

TPYWWLLTLA ALTGIGGGVF SGYMPSTGYF FPKAKSGTAL GIQAGIGNLG VSIIQFMGPW 

VMGFGLLGIG FLTPQRTIEG TTVFVHNAAI VLVPWTILAA VLSFLFLKDV PVTANFRQQI 

DIFGNKNTWI LSI I YLMTFG AFAGFAAQFG LIINNNFGIA SPMAETYPAE MLHAGAT FAF 

LGPLIGALVR AAWGPLCDRF GGAIWTFVGG I GMT I AT AAA AIFLSRAETP DDFWPFLWSM 

LALFFFTGLG NAGTFKQMPM ILPKRQAGGV IGWTGAIGAF GPFIVGVLLS FTPTVAFFWG 
CVVFFIIATA LTWI YYARPN APFPG 



> RXA01323 (1-2265, translated) 755 residues 

MAQTPAKI PA ALNFIDVDLG VTGMTCTSCS ARVERKLNKL DGVEATVNYA TESAQVSYDP 

SKVSPEQLIK TVEDTGYGAF TMASAAAESE EDNAPADSGQ SRI DAARDHE AADLKHRVIV 

SALLSVPVVL VSMIPALQFN NWQWAVLTLV TPIFFWGGSP FHKATWANLK RGSFTMNTLV 

SLGTSAADLW SLWALFIENA GHPGMKMEMH LLPSASTMDE IYLETVAVVI TFLLLGRWFE 

TKAKGQSSEA LRKLLDMGAK DAVVLRDGAE VRVPVNQLKL GDVFITRPGE KIATDGEVDE 

GSSAVDESML TGESIPVEVT KGSKVTGATL NTSGRLMVKV TRIGADTTLS QMAKLVTDAQ 

SKKAPVQRLV DQISQVFVPV VIVIAIATLI AHLVFT DAGL APAFTAAVAV LIIACPCALG 

LATPTALLVG TGRGAQLGLL IKGPEILEST KKVDTIVLDK TGTVTTGTMS VTDVTAINYS 

ETEILEFAAA VESASEHPIA QAIAKAAEHE QVTDFQNTAG QEVTGVVRGH EVRVGRPSST 

LIDALLHPFQ HAQKIGGTPV VVTIDGVDSG IITVRDTVKD TSAEAIRGLK ELGLTPILLT 

GDNEGAAKSV AAEVGIDQVI ANVLPHEKVQ NVEALQAQGK NVAMVGDGVN DAAALAQADL 

GLAMGAGTDV AIEASDITLM NNDLRSAVDA IRLSRKTLGT IKGNLFWAFA YNVALIPVAA 
IGLLNPMLAG IAMAFSSVFV VSNSLRLRGF KARSN 



> RXA01338 (1-1878, translated) 626 residues 

MLFIRSFDGI ITVAALVAIA IHLILWLALD LDGLAKNWPL IAIVIVGGIP LMWDVLKSAI 
KTRGGADTLA AVSIITSVLL GEWLVAAIIV LMLSGGEALE EAASRRASGT LDALARRAPS 
TAHRLLGATI LDGTEEIAVE EITVGDLVAV LPHELCPVDG EI VAGHGTMD ESYLTGEPYV 
VSKSKGSQAM SGAVNGDTPL T I VAT KL AH D SRYAQIVGVL HEAENNRPEM RRMADRLGAW 
YTVIALALGG LGWIVSGDPV R FLAW WAT PCPLLIAVPV AIIGAISLAA RRGI IVKNPG 
MLENASGVKT VMFDKTGTLT YGRPVITDIH TAPGVEEDTV LALAASVERY SRHPLADAIR 
EGAKARELHL PDWEVSERP GQGLTGTVGE HLVRITNRRS TLEIDPDSKN YIPVTSSGME 
SVVLVDDKYA ALIRLRDEPR ASASEFIAHL PKKHKVDKLM IISGDRASEV RYLADKVGID 
EVHAEAS PED KLNIVNRHNE HGATMFLGDG I N DAPAMAVA TVGVAMGADS DVTSEAADAV 
ILDSSLERLD DLLHISARMR RIALQSAGGG MALSVIGMIL AVFGFLTPLM GAI FQEVIDV 
LAILNSARVA LPRGAISDFD TQEKVS 

> RXA01395 (1-1086, translated) 362 residues 

MAVMAYQPAD NRYDDMI YRR VGNSGLKLPA ISLGLWHNFG DDKPLSTQRS I IHRAFDRGV 
THFDLANNYG PPAGSAETNF GRILREDLKS HRDELI ISSK AGWDMWPGPY GFGGSRKYLV 
SSLDQSLTRL GLDYVDI FYH HRPDPDTPLE ETMYALRDIV ASGKALYVGI SSYGPELTAE 
AAEFMAEEGC PLLIHQPSYS IINRWVEEPG DDGENLLQSA ANNGLGVIAF SPLAQGLLTD 
KYLDGIPEGS RASQGKSXXX XXLNVNNIDX VXXXXXXSXX TGQSFXXKXF CWVVAQPRKV 
RRRITVTSAL IGASSVEQLD NSLDSLNNLE FSDAELEAID EISHDAGINI WAKATDSKTR 
EN 

> RXA01411 (1-327, translated) 109 residues 

FIAQVMLGIG AVTANCVTSV MMAEVFQEVT RGTSAGITYN VTYAIFGGSA PFISTALVSW 
TGSPLAPAVY Mil IALFAFT ASRFIPETSP VFVTATPAIK APKVLVNPG 



> RXA01454 (1-267, translated) 89 residues 

MMLIVAFLIA LVGHYLMGGI RAGNQMTGQK SFVSRGARTQ LAVTAGLWML VKVAGYWLDR 
YDLLTKENST FTGASYTDIN AQLPAKIIL 
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> RXA01455 (1-462, translated) 154 residues 

VTWIFAIIAL VILIAPMSVG FYTDWLWFGE VDFRGVFSKV IVTRIVLFVI FALIAGFVTW 

LAGYFVTKLR PDEMSAFDTQ SPVYQYRQMI ENSLRRVMVI IPI FVALLAG LIGQRSWRTV 

QMWLNGQDFG VSDQQFGLDY GFYAFDLPML RLIA 

> RXA01625 (1-201, translated) 67 residues 

MAIKNYTVEG MTCGHCVSSV KEEVGEVAGV TAVDVTLETG AVQVTGEDFT DEAVKAAVVE 
AGYKVVA 



> RXA01756 (1-1308, translated) 436 residues 

MKELELGEAR DVAATLEAMP 1QEVIDQVER TSITKGAVLL RLLSKDRSLL VFDALGPRLQ 

ADLIGAFQDA EVLDYFADLD PDDRVSLLDE LPASIADELL RSLDPQEKQV TELVLGYAKG 

SVGRWMSPQV LLLFDDMSVA EVLDFVRNHA AEAETIYALP I VNRARQ VMG VVSLRKLFIA 

DPTLKVSEIM VRPVSVLASA DIEETARWFL QLDLVAMPVV DESNMLLGVL TFDDAQDIVE 

QADSEDSARS GGSEPLQQPY LSTPIRKLVK SRIVWLLVLA VSAILTVQVL DIFEATLVEA 

VVLALFI PLL TGTGGNTGNQ AATTVTRALA LGDVRKSDVF RVLGREIRVG LMLGALLGAV 

GFVIASLVYG MPVGTVIGLT LLAVCTMAAS VGGVMPIIAK AIGADPAVFS NPFISTFCDA 
TGLI I YFAIA KLVLGI 



> RXA01808 (1-1119, translated) 373 residues 

MRGGAPARTS KPGFRLEAAE AL I AEVPAPR DKVELMAFSK SRQGRVVIEL EDATVATPDD 

RILVEDLTWR LAPGERIGLV GVNGSGKTTL LRTLAGEQPL QAGKRIEGQT VKLGWLRQEL 

DDLDLSRRLI DCVEDVASYV MMGDKQVSAS QLAERLGFSP KRQRTPVGDL SGGERRRLQL 

TRVLMAEPNV LLLDEPTNDL DIDTLQELES LLDGWPGTMV VISHDRYLIE RVTDSTWALF 

GDGKLTNLPG GIEEYLQRRA AMAAAEDSGV LNLGAATQAG TFSAATEQAA TSVESSGISS 

QERHRITKEM NALERKMGKL DQQMDKLNQQ LADAAEAMDT IKLTELDTKL RAVQEEHGEL 

EMQWLELGEE I EG 



> RXA01822 (1-582, translated) 194 residues 

MARQNSNTGG LRLVLVGIGT GAFLGAARDF FMVRADITGA STVQLWSAGS LSGRDWNHAL 
LVLISCAVIV PALCIIVRRL RLMEMGDDAA GALGISVERT RLIAILLAVL LVGIATAAAG 
PIAFIALAAP QIARALARED GVLVAASISI GSGLLVAADC LEQHVDTELH TPVGLVTSLL 
GGVYLMWLLS RKEA 



> RXA01890 (1-720, translated) 240 residues 

MASIVFENVT RKYS PGARPA VDKLNLEIAD GEFLVLVGPS GCGKSTSLRM LAGLEP1DEG 
RLLI DGKDAT ELRPQDRDIA MVFQSYALYP NMTVRDNMGF ALKNQKVAKA EIEKRVAEAS 
R1LQLDPYLD RKPAALSGGQ RQRVAMGRAI VREPSVFCMD EPLSNLDAKL RVSTRAEISG 
LQRRMGVTTV YVTHDQVEAM TMGDRVAVLL LGVLQQVDTP QNLYDYPANA FVASFIGSLP 



> RXA01900 
MTTAVDQNSP 
LAYASFSLTF 
PILLMFLRIL 
TLMPEDQFLT 
YWPAVLVSTG 
S FSDRVNRAV 
IAENFAPEVR 
ASFFIQRVAH 



(1-1299, t 
PKQQLNKRVL 
FFRPIGGVIF 
QGIGIGGEWG 
WGWRIPFVGS 
AKAAETGPFY 
LYRICASATI 
YTGATLGYQV 
QEN 



ranslated) 4 
LGSLSGSVIE 
AHIGDRIGRK 
GALLLAYEYA 
ILLVFIGLFI 
IFGTYIVAYA 
VLIVPYYLVL 
GAALFGGTAP 



33 residues 

WFDFLVYGTV 

KTLFITLMLM 

PKKQRGLYGA 

RNGLDETPEF 

TNFLNIRDNI 

NTGEIWALFI 

IIAAWLFEIS 



AALVFNKMYF 
GGGTVAIGLL 
VPQMGISLGM 
KRIRDSGQQV 
VLLAVACAAL 
TTVIGFGILW 
GGQWWPIAVY 



PSGNEFLSTI 
PDYNAIGIWA 
LLAAGVISLL 
KMPLKEVLTK 
VATIWMPLFG 
GSVNAILGTV 
VAACCLLSVI 



> RXA01939 (1-603, translated) 201 residues 

STSGTDLTSL SHKEIFQMRR KLQVVFQNPY GSLDPMYSIY RCIEEPLTIH KVGGDRKARE 
ARVVELLDMV SMPRSTMRRY PNELSGGQRQ RIAIARALAL NPEVIVLDEA VSALDVLVQN 
QILTLLAELQ QELKLTYLFI THDLAVVRQT ADDVVVMQKG RIVEKGRTDD I FNDPQQHYT 
RDLINAVPGL GIELGTGENL V 



> RXA01972 (1-594, translated) 198 residues 

VATGLLSAIG LFIATNIDDI IVLSLFFARG AGQKGTTLRI LAGQYLGFMG ILAAAVLVTL 
GAGAFL PAE A I PYFGLI PLA LGLWAAWQAW RSDDDDDDDA EiAGKKVGVL T VAGVT FANG 
GDNIGVYVPV FLNVDTAAVI IYCIVFLVLV AGLVLLAKFV ATRPPIAEVL ERWEHVLFPI 
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VLIGLGI FIL VSGGAFGL 



> RXA01986 (1-618, translated) 206 residues 

MASTFIQADS PEKSKKLPPL TEGPYRKRLF YVALVATFGG LLFGYDTGVI NGALNPMTRE 
LGLTAFTEGV VTSSLLFGAA AGAMFFGRIS DNWGRRKTI I SLAVAFFVGT MICVFAPSFA 
VMVVGRVLLG LAVGGASTVV PVYLAELAPF EIRGSLAGRN ELMIVVGQLA AFVINAI IGN 
VFGHHDGVWR YMLAIAAIPA IALFFG 



> RXA01995 (1-654, translated) 218 residues 

MDIRQTINDT AMSRYQWFIV FIAVLLNALD GFDVLAMSFT ANAVTEEFGL SGSQLGVLLS 

SALFGMTAGS LLFGPIGDRF GRKNALMIAL LFNVVGLVLS ATAQSAGQLG VWRLITGIGI 

GGILACITVV I SEFSNNKNR GMAMSIYAAG YGIGASLGGF GAAQLIPTFG WRSVFAAGAI 

ATGIATIATF FFLPESVDWL STRRPAGARD KINYIARR 



> RXA02033 (1-789, translated) 263 residues 

MPLSGKIGGF IVAVVFVLAA LSFIWTPFDP VQAFPQERLE GSSLRHLLGT DRYGRDVLSQ 
IMVGSRVTLL VGIIAVAIAA LIGTPLGIAA GMRRGMVETF VMRGADLMLA FPALLLAI IS 
GAVFGASTWS AMVAIGIAGI PSFARVARAG TLQVTSQDFI AAARLSKVSS ARIALRHILP 
NITSMLIVQA S VAFALAI LA EAALSFLGLG TTPPDPSWGR MLQTAQASIG VTPMLAVWPG 
AAIALTVLGF NLFGDGLRDA IDP 



> RXA02034 (1-966, translated) 322 residues 

VSKTIAWTVL RYTLTFVIAS IIIFVLIRVI PGDPAAVALG ITATPEAIAA LQSQLGTDQP 

LFQQYFSWIG GMLTGDFGTS LSSGQDLSPI I FDRLQVSLI LVGCSIVLSL LIAIPLGVLS 

ARRGGVI ISG ISQIGIAIPS FLAGILLVAV FAVGLGWLPA NGWIPPSENF GGFLARLILP 

VLALTAVQAA ILTRYVRSAV MDVMGQDFMR TARSKGMSFN RALIIHGLRN AALPVLTVTG 

LQLTTLVIGA VVIEQVFVIP GIGSMLLESV SNRDLIAVQS IVMLLVAFTL LVNLVVDLLY 
QVVDPRVGAV GVASTKVPGS VA 



> RXA02035 (1-1509, translated) 503 residues 

MKI TRGLLPS LLLASTIVVS SCSAGSTAYQ QPPAVDQSSI VIATTAAAAS LDFTNAAGAA 
IPQAMMSNIY EGLVRIDAEG EIQPLLATSW DTSDDRTEYI FHLREGVLFS NGDPFNADSA 
KFSIDRVKTD WTNGLKSGMD VVESTEVIDD HTLKVSLVRP SNQWLWSMGT AIGAMMTEGG 
VDKLATDPVG TGPYTVTHWA PGRAIGFGAR ADYWGQKPLN DAATIRYFSD ATASTNALQS 
GDVDVIWAMQ APEQLATLQE YTVEVGTTNG EMLLSMNNQR APFDDVRVRQ AVMFAIDRQA 
VIDTALEGYG TDTGGVPVPP TDPWYEKSTM YPYDPDRARA LLEEAGAEGT RITMSIPSLP 
YAQAASEILY SQLRDVGFDP VIESTEFPAV WLAQVMGQKD YDMSLIAHVE PRDIPTLFSP 
NYYLGFDDTE TQALLAEADS SANEVELMQQ AVDRIMEQAV ADNLMNVANI VVMSPEITGI 
DPNVVSGALE LSLIGRKESG VAQ 



> RXA02062 (1-1170, translated) 390 residues 

MRVGMMTREY PPEVYGGAGV HVTELTRFMR EIAEVDVHCM GAPRDMEGVF VHGVDPALES 

ANPAIKTLST GLRMAEAANN VDVVHSHTWY AGLGGHLAAR LHGIPHVATA HSLEPDRPWK 

REQLGGGYDV SSWSEKNAME YADAVIAVSA RMKDSILAAY PRIEPDNVRV VLNGIDTELW 

QPRPTFDDAE DSVLRSLGVD PQRPIVAFVG RITRQKGVEH LIKAAALFDE SVQLVLCAGA 

PDTPEIAART TALVEELQAK REGIFWVQDM LGKDKIQEIL TAADTFVCPS I YEPLGIVNL 

EAMACNTAVV ASDVGGIPEV VVDGTTGALV HYDENDVETF ERDIAEAVNK MVADRETAAK 
FGLAGRERAI NDFSWATIAQ QTIDVYKSLM 



> RXA02068 (1-1119, translated) 373 residues 

IFVPMLRIAA IEPKDITLVT GSVSLRTFRV RTGELQVMGD IVGRKVRTDD PELQQFHGRA 
VEIADVELEL SRTRDWIITR VAVLGERPKF GRRPVLHTVP WSHIHGITAG GVGESNHTAE 
LIAGFEDMRP ADVAKQLYQL PTAQRTEVTE ELDDEKLADI LQELSEDRQA ELIEELDIER 
AADILEEMDP DDAADLLGEL PDDKADVLLD LMDPEESAPV RRLMDFSPDT VGALMTPEPL 
IMDPSTTVAS ALAMARNPDL PTSLASLIFV VRPPTATPTG KYLGCVHLQK LLREPPSSLI 
GGILDPDLPP LYADDSQETA ARFFATYNLV CGPVLDENRH LLGAVAVDDL LDHMLPEDWR 
DAGIRPGKEH THG 



> RXA02079 (1-615, translated) 205 residues 

MS EAFDAT KV RKAVLTVALL NFAYFFVEFF IALSAGSVSL LADSVDFLED TSINLLIFIA 
LGWPLARRAV MGKLMAIVIL APAAFAAWAA IQRFSAPQAP EVFPIIVASL GAVVINGASA 
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IIISRVRQHG GSLGQAAFLS ARNDVLINIA IIMMALITAW TTSGWPDLIL GCFI ILLALH 
AAHEVWEVSE EERLASKALA GEAID 



> RXA02096 
MGLDVSDEQI 
VLVLDDATSA 
PLSEMRDHAR 
RGMSMPATPE 
VGVAADLAFP 
LLYGLRLRSF 
WTMLAITDA 
TAQMHRMEDQ 



(1-1317, t 
EHAARLAQAH 
I DASTEDRIF 
FSHLMALDFQ 
LLAQIEALPA 
T LMRAAI DNG 
VHLLRLSMSY 
QLALVALSVV 
VFDNYAGEA 



ranslated) 4 
DFI DRLPNKY 
QALREELHDV 
DSHDPEFTLD 
ATEETRVDAG 
VQAQSTSTLW 
FERTMSGRIM 
PIIIVLTLIF 



39 residues 

EEVIGERGLT 

TILI IAHRHS 

NGSLPSQEQL 

RLRTSTSGFK 

WIAIAGSWV 

TRMTTDIDNL 

RRISSRLYTA 



LSGGQRQRIA 
TLELGDRVGL 
WPEVSTEKQY 
LLSLFKQVRW 
LLSWAAAAIN 
SSFLQSGLAQ 
SREQASQVNA 



LARAFLAHPK 
VEDGRVTALG 
KILAPAPGRG 
LVVAVIALLL 
TIITARTGER 
TVVSVGTLIG 
VFHESIAGLR 



> RXA02119 {1-1641, translated) 547 residues 

MTETLVVNGL AGGYGHRTLF NDVNLTVAAG DVVGVVGVNG AGKSTFLKIL AGVEKPLAGT 
IALSPADAFV GYLPQEHTRT SGETIAVYIA RRTGCQAATT AMD DT AEAFG ADPDNAALAD 
A YAEAL DRWM ASGAADLDER 1 PI VLADLGF ELPTSTLMEG LSGGQAARVG LAALLLSRFD 
IVLLDEPTND LDLDGLEQLE NFVQGLRGGV VLVSHDREFL SRCVTTVLEL DLHQNSHHVY 
GGGYDSYLEE RAVLRQHARD QYEEFAEKKK DLVARARTQR EWSSHGVRNA I KRAPDNDKL 
RKKAAAE S S E KQAQKVRQME SRIARLEEVE EPRKEWKLQF SVGKASRSSS VVSTLNDASF 
TQGDFTLGPV SIQVNAGDRI GITGPNGAGK STLLRGLLGN QEPTSGTATM GTSVAIGEID 
QARALLDPQL PLISAFEKHV PDLPISEVRT LLAKFGLNDN HVERDVEKLS PGERTRAGLA 
LLQVRGVNVL VLDEPTNHLD LEAIEQLEQA LAS YDGVLLL VTHDRRMLDA VQTNRRWHVE 
AGEVREL 



> RXA02220 
VSSPLPAAVT 
RLFRQVNDPM 
MLSPESAALR 
AVVKGTDPVE 
TPLTRSMKKF 
AITLALGVQK 
SGAGYEPLGE 
RAFAMKTNAE 
LDRPYWEQLI 
VIEAMKVVQS 
ADLFVRTSPE 
DIVLADDNFA 
VLWINLITAI 
FLGARDAGID 
ILQLAFVYLP 



(1-2676, t: 
SKPAHALSSD 
I YVL I AAAVL 
DGVFHKIDAA 
ADAGIGDRTS 
SSALAIVCVF 
MAARNAI TRR 
IRLKDGEQVS 
I LTRTAEVPF 
EDLASQGLRV 
AGVRVRMITG 
HKLRVVRALQ 
TIAGAVEMGR 
TLSLALSFEP 
IDTARTIAVT 
FMQSTFDTAA 



;anslated) i 
EVLENLGVQD 
TAFLGHWTDT 
ELVVGDVVKL 
MAFSGTLVLT 
LAILMLVVAG 
LNSVETLGSV 
KQDFPDLYAM 
DSAYKYMATL 
LAAAYKELPH 
DHSSTARAIA 
ANGEVASMTG 
TIYDNLRKAV 
AEPGIMNRKP 
TLAVSQVFYL 
LTLRDWVMPL 



192 residue; 
TGLTSAEATQ 
IVIGAVVIIN 
SAGDKVPADL 
GSGTGVVTAT 
LVHHTPLEEL 
TTICTDKTGT 
ALVAANVNDA 
HTIDGANTML 
STSTITPEDV 
REVGIRGQNV 
DGVNDAPALK 
VFMLPTNGAQ 
RNPKSGLIDA 
LSSRYFEVSA 
VFGVVVFAVV 



RLEANGPNEL 
MMVGFIQEGK 
RMLAATNLHI 
GAGTEIGHIT 
ILSAIGFAVA 
LTRNEMTVRA 
EI YQEDGMWR 
VKGAPDRLLD 
DQGELTFLGL 
LTGAEITAAT 
QADVGVAMGI 
GLVI FIAMLL 
PSVLRIVYVS 
LRKELFTTNP 
ETEKFIRRLK 



PQTPPETVWQ 
AADALAS I RN 
EESALTGEAE 
TMLADVDSVD 
AIPEGLPAVI 
IATGTSLYDV 
LSGEPTDGGI 
RSAQQRNGEP 
YGIMDPPREE 
DEELQGLVDN 
KGTEATKDAA 
GWELPITALQ 
LLLGGATFWA 
ISWLCIALML 
AS 



> RXA02222 (1-375, translated) 125 residues 

LGRPPPGDVH TLLDDIGAEE SEADKVPIEW QNALTKADRY ANRQHMSQAR LYRQLTSDVG 
EGFTEEAAQY AIENVNADWN ANALVKARNY QERQAMSVDR IYRQLTSEHG EGFTPEQAQY 
AIDNL 



> RXA02312 (1-1359, translated) 453 residues 

LSNRHLQLIA IGGAIGTGLF MGSGKTISVA GPSVILVYAI IGFMLFFVMR AMGELLLANL 
NYKSLRDAVS DILGPGAGFV TGWTYWFCWI ATGMADIVAI TGYTQYWWPE IPLWLPGVLT 
IALLFALNLA AVRLFGEMEF WFAIIKIVAI VSLIVVGLFM VVTAFESPNG TTAQFNNLIE 
HGGFFPNGIT GFLAGFQIAI FAFVGIELAG TAAAETENPT KTLPRAINSI PIRIVVFYVL 
ALAVIMMVTP WDQVRADNSP FVQMFALAGI PAAAGIINFV VITSAASSAN SGIFSTSRML 
YGLSLEGAAP KRWSRLSKNL VPARGLTFSV ICLIPAVGLL YAGGTVIEAF TLITTVSSVL 
FMVVWSYILV AYI VYRRNSP ELHKKSIFKM PGGVVMAVVV LVFFAAMLVV LSLEPDTRAA 
LIATPVWFII LGIGWLSIGG AKGAKHRSQI TSH 



> RXA02313 (1-1221, translated) 407 residues 

MRVAIVAESF LPNVNGVTNS VLRVLEHLKA NGHDALVIAP GARDFEEEIG HYLGFEIVRV 
PTVRVPLIDS LPIGVPLPSV TSVLREYNPD IIHLASPFVL G G AAA FAARQ LRIPAIAIYQ 
TDVAGFSQRY HLAPLATASW EWIKTVHNMC QRTLAPSSMS IDELRDHGIN DIFHWARGVD 
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SKRFHPGKRS 
AKYLQEMMPD 
GGPIDLINEG 
LLQHYADVIA 



VALRKSWDPS 
AIFTGALGGE 
VNGLLLDVVD 
LSQRIPLTFF 



GAKKIVGFVG 
ELATTYASLD 
FKETLPAAAE 
GPSAEVAKLP 



RLASEKGVER 
LFVHPGEFET 
WILDDSRHSE 
LWVARALGVR 



LAGLSGRSDI 
FCQAIQEAQA 
MCAAAWEGVK 
TRISIEA 



QLVIVGDGPE 
SGVPTIGPRA 
DKTWEALCTQ 



> RXA02344 (1-678, translated) 226 residues 

MLNRMKSARP KSVAPKSGQA LLTLGALGVV FGDIGTSPLY SLHTAFSMQH NKVEVTQENV 

YGIISMVLWT ITLIVTVKYV MLVTRADNQG QGGILALVAL LKNRGHWGKF VAVAGMLGAA 

LFYGDVVITP AISVLSATEG LTVISPSFER FILPVSLAVL IAIFAIQPLG TEKVGKAFGP 

IMLLWFVTLA GLGIPQIIGH PEILQSLSPH WALRLIVAEP FQAFVL 



> RXA02348 (1-1134, translated) 378 residues 

PIRVAWFCVV MPALILTYLG QGALVINQPE AVRNPMFYLA PEGLRIPLVI LATIATVIAS 

QAVISGAYSL TKQAVNLKLL PRMVIRHTSR KEEGQIYMPL VNGLLFVSVM VVVLVFRSSE 

SLASAYGLAV TGTLVLVSVL YLI YVHTTWW KTALFIVLIG IPEVLLFASN TTK1HDGGWL 

PLLIAAVLIV VMRTWEWGSD RVNQERAELE LPMDKFLEKL DQPHNIGLRK VAEVAVFPHG 

TSDTVPLSLV RCVKDLKLLY REIVIVRIVQ EHVPHVPPEE RAEMEVLHHA PIRVVRVDLH 

LGYFDEQNLP EHLHAI DPTW DNATYFLSAL TLRSRLPGKI AGWRDRLYLS MERNQASRTE 

SFKLQPSKTI TVGTELHL 



> RXA02353 (1-468, translated) 156 residues 

MALLILAGLQ MI PKETYEAA RVDGATAWQQ FTKI TLPLVR PALMVAVLFR TLDALRMYDL 
PVIMISSSSN SPTAVISQLV VEDMRQNNFN SASALSTLIF LLI FFVAFIM IRFLGADVSG 
QRGIKKKKLG GTKDEKPTAK DAVVKADSAV KEAAKP 

> RXA02354 (1-789, translated) 263 residues 

MTKRTKGLIL NYAGVVFILF WGLAPFYWMV ITALRDSKHT FDTTPWPTHV TLDNFRDALA 
TDKGNNFLAA IGNSLVISVT TTAIAVLVGV FTAYALARLE FPGKGI VTGI ILAASMFPGI 
ALVTPLFQLF GDLNWIGTYQ ALIIPNISFA LPLTI YTLVS FFRQLPWELE ESARVDGATR 
GQAFRMILLP LAAPALFTTA ILAFIATWNE FMLARQLSNT STEPVTVAIA RFTGPSSFEY 
P Y AS VMAAG A LVTIPLIIMV LI F 



> RXA02394 (1-1311, translated) 437 residues 

ML S P AAVAAL ILVIGIVVLI IASVPVAIAI GLPSLFAAMA VLGPENAAQA VAQRMFTGTN 

SFTLLAI PFF VLAGLLMNSG GIATRLIDAA KVLVGRMPAS MAN TNI AANG LFGAVSGAAV 

ASASAVGTVM TPKMKEEGYS RAYAAAVNVA SAPAGMLIPP SNTFIVYSLV SSTSIAALFM 

AGVGPGLLWI LACVIVGTWL ARKENYKREQ IHPTFKQSLV VLWRALPSLL MIVIVVGGIL 

LGWFTPTESA AIAVVYCLVL GFI YRTIKVG DLADILLKAT RTTS I VMLLI AVSAALSWVM 

AFAKI PQMIS DALLSVSDSK VVILLIMMFI LLLIGTVMDP TPAILIFVPI FLPVVTELGV 

DPVHFGAMVV MNLSVGVITP PVGNVLFVGS QVAGLRVETV IRRLWPYLIA IIVALFVVVF 
VPQISIWLPT TMGLMGG 



> RXA02402 (1-744, translated) 248 residues 

VSKTEEGRSA AI I I YAFPTF ILLGAI IAFI FPEPFIPLTN YINIFLTIIM FTMGLTLTVP 
DFQMVLKRPL PILIGVVAQF VIMPFLAIVV AKMFNLNPAL AVGLLMLGSV PGGTSSNVIA 
FLARGDVALS VTMTSVSTIV SPIMTPFLML MLAGTETAVD GGGMAWTLVQ TVLLPVIIGL 
VLRVFLNKWI DKILPILPYL SILGIGGVVF GAVAANAERL VSVGLIVFVA VIVHNVLGYV 
VGYLTGRV 



> RXA02422 (1-435, translated) 145 residues 

VSTLISEPEV DKLRKRAKRS RRTEWWLAAA LLAPNLLLLA I FTYRPLLDN FRLSFFNWNI 
SSPTSTFIGF DNYVEFFTRS DTLQVVLNTV IFTACAVIGS MVLGLLLAML LDQKLFGRNF 
VRSMVFAPFV ISGAAIGGAF QFVFD 

> RXA02438 (1-759, translated) 253 residues 

MTDLIQLREV SKKYGAFQAL NDINLNVRAG EVTCVLGDNG AGKSTLIKIL SGLHPATSGE 
VIVAGDVVNF GSPRDALDAG IATVYQDLAV VGQMSVWRNF FLGQELTGRF GVLKQEEMRR 
ITDEQLREMG IELRDVDVPV ASLSGGQRQV VAIARAI YFG ARVLILDEPT AALGVKQSGM 
VLRFIAAARD RGIGVIFITH NPHHAYLVGD HFILLNLGKQ VMDKSRAEVE LEELTLAMSG 
GGELDSLSHE LKR 
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> RXA02439 (1-1023, translated) 341 residues 

MTKIKSGEAS TSIVERALKR PELTSLLGAV LVFTLFMVVA PAFRSWDSMA TVLYASSTIG 

IMAVAVGLLM IADEFDLSTG VAVTTAALAA SMFSYNLWLN TWVGALIALV I SLAIGFFNG 

FLVVKTKIAS FLITLATFLM LQGINLAVTK LI SGTVATPT IADMEGFPSA RAVFASSIPI 

FGVNIRITVF WWLLFVIVGT FVLFKTRIGN WIFAVGGDEE AARAVG V PVR GVKIGLFMFV 

GFAAWFVGMH NLFLFDSIQA GQGVGNEFLY IIAAVIGGIS MTGGRGTVVG TMIGALI FGM 

TNQGIVYAGW NPDWFMFFLG GTLLLAVLLN HRFERFNKER S 



> RXA02441 (1-657, translated) 219 residues 

MAELSVRNLT CTYGNHIALN NITARFPTGK ITALIGSNGS GKSTLLETLA GMLAPRSGS I 

NNLVPEIAFV PQRSHVSHNL PITIRQTVSM GRWSAKKNWQ RLTAADCNIV DSCLDRLEIS 

GLADRPLGEV SGGQRQRALI AQGLAQQAPL LLLDEPLAAV DSHAASLIED VINQQRNQGT 

TIILATHDLD QAHQADQIIA LEKGI IKPQR KATESIKKR 



> RXA02442 (1-849, translated) 283 residues 

MKFFTDALI V PFDVSFISRA LVAGCLAAIL CSLIGTWVIL RRLTFFGDAM SHGLLPGVAT 
ASLLGGNLMF GAAISALIMS AGVVWTSRKS SLSQDVSIGL QFITMLSLGV VIVSHSDSHA 
VDLTSFLFGD ILGVRPSDIF I IAIATVLGG LTIFLFHRQF TALAFDERKA HTLGLNPRFA 
HLLMLALIAL ATVVSFQVVG TLLVFGLLIG PPATAALLVQ DKASISLIMI VASLLGCAEI 
YLGLLISWHA STAAGATITL LSAAI FFATL LTKSATSRLN FTA 



> RXA02447 (1-270, translated) 90 residues 

WVWLAEIFPV RMKGIGTGIS VFCGWGINGV LALFFPALVS GVGITFSFLI FAVVG V I ALA 
FVTKFVPETR GRSLEELDHA AFTGQIFKKA 

> RXA02451 (1-1524, translated) 508 residues 

MNTDTTQDGV SPEPSDPHLG SEVAETHREK KFFGQPWGLA NLFGVEMWER FSFYGMQSIL 

AFYLYYSVTD GGLGMNQTAA LSIVGAYGGF VYMTSLVASF IADRVLGSER TLFYSAI IVM 

LGHIALALIP GYTGLSIGLV LIGLGSGGVK TAAQVVLGQL YSRTDTRRDA GFSIFYMGVN 

LGGLFGPLIT NALWGWGGFH WGFGIAAVGM ALGLIQYVAM RKTTIGAAGH TVPNPLPKNE 

YARWIIGAVV VVAAVVALIA TGI IKLEWLS NITAAIALIA AIALLAQMYV SPLTTAAEKS 

RLLGFI PMFI GGVLFFAIFQ TQFTVLAVYS DTRLDRNFFG IDLPPGLINS FNPIFIIIFS 

GIFATLWTKL GAKQWSTAVK FGVANIVIGC ALFFFLPFAG GAENSTPMAL IIWVYFLFTI 

AELLLSPVGN SLATKVAPEA FQS RMFAVWL MAVSMGTSLS GTLGGYYDPT DAGSEKVFFI 

TVGVAAIVLG AIVIAAKGWV LKKFIDVR 



> RXA024 91 
MRVAMISMHT 
ENLRVINIAA 
RDLWRIPLIH 
HHYDADPDRI 
LIKAVAALFD 
AVYRAADIVA 
WADALATLLD 



(1-1254, t 
SPLQQPGTGD 
GPYEGLSKEE 
TAHTLAAVKN 
SVVSPGADVE 
RDPDRNLRVI 
VPSFNESFGL 
DDETRIRMGE 



ranslated 
SGGMNVYILS 
LPTQLAAFTG 
SYRDDSDTPE 
LYSPGNDRAT 
ICGGPSGPNA 
VAMEAQASGT 
DAVE HART FS 



418 residues 
TATELAKQGI 
GMLSFTRREK 
SEARRICEQQ 
ERSRRELGIP 
TPDTYRHMAE 
PVIAARVGGL 
WAATAAQLSS 



EVDI YTRATR 
VTYDLIHSHY 
LVDNADVLAV 
LHTKVVAFVG 
ELGVEKRIRF 
PIAVAEGETG 
LYNDAIANEN 



PSQGEIVRVA 
WLSGQVGWLL 
NTQEEMQDLM 
RLQPFKGPQV 
LDPRPPSELV 
LLVDGHSPHA 
VDGETHHG 



> RXA02507 (1-1401, translated) 467 residues 

MSEQLQGVTH SESTPGKTPK RAALSSWIGS ALEYYDFAVY GTAAALVLNH LFFPADTSPG 

IAILAAMGTV GVAYVVRPLG ALIMGPLGDR YGRKFVLMLC LFLIGASTFA VGCLPTFDQV 

GYLAPALLVL CRVIQGLSAS GEQSSAISVS LEHADERHRA FTASWTLHGT QFGTLLATGV 

FIPFTLFLSE DALMSWGWRV PFWLSAAVVL VAFLIRRGLE EPPAFRENKE AVAGAASPLA 

MTLRYHKAAV ARVAIAAMIN SVNIVFTVWA LSFATNIVGL DRSTVLLVPV VANLVALIAI 

PLSGMLADRI GRRPVFIMGA IGGGLAMNGY LGAI YSGNWT MIFFMGVLMS GLLYSMGNAV 

WPAFYAEMFP TSVRVTGLAL GTQIGFAVSG GFVPVIASAL AGDQGDQWMK VSIFVGVVCV 

ISALVAMTAK ETKALTLDEI DALHTAGGEA ADLAAASKAS EAQLAAQ 

> RXA02515 (1-756, translated) 252 residues 

MSTLEIRNLH AQVLPSDESA EPKEILKGVN LTINSGEIHA IMGPNGSGKS TLAYTLGGHP 

RYEVTAGEVL LDGENILEME VDERARAGLF LAMQYPTEIP GVSVANFLRS AATAIRGEAP 

KLREWVKEVR TAQEALAIDP EFSNRSVNEG FSGGEKKRHE VLQLDLLKPK FAIMDETDSG 

LDVDALRIVS EGINSYKQET EGGILMITHY KRILNYVKPD FIHVFANGQI VTTGGAELAD 

KLEADGYDQF IK 
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> RXA02562 (1-720, translated) 240 residues 

MFLTKVSLLD HPESLPGYLS SLAI VEYLHE QPLEFRAPIT VITGENGVGK STLVEALAVG 
MRLNPSGGSR HANFGREGDI VSSLHQSLKL VRRENPRDAF FFRGETMYNV ASYYEELMGE 
KNMHDLHKMS HGESVFAVID RRFNNQGFFV LDEPEAGLSM LRQLELLGKL GNLARGGAQI 
IMATHSPILL AIPGAEILEI TSSGVAKVNF E DAE AVRAAR EFVADPRGTA AFLTAEEDHQ 



> RXA02595 (1-651, translated) 217 residues 

VIVVAMASIM ACLKAARLNN PMKILLLCWR DTTHPQGGGS ERYLERVGEF LADQGHEVVF 
RTAGHTDAPR RSFRDGVRYS RSGGKFSVYP KAWVAMMLGR VGIGTFSKVD VVVDTQNGIP 
FFGKFFSGKP TVLLTHHCHK EQWPVVGRVL AKVGWLIESQ IAPRAYKTAP YVTVSEPSAE 
ELIALGVDQQ RIHIVRNGVD PVPLHTPKLD RDGQHAV 



> RXA02597 (1-1788, t: 
LPEQDLTTLA NDWLQAFEKA 
E1AEMIRNTW PSSIFRNVEL 
TSARELLEHP EPKGRNREMG 
IALGARLKRL G V PAL 1 1 DKA 
DKMGDWLEHY VGIMDLDYWT 
SGSPNKPTLP GQDKFQGEIR 
MIQRSSTHIV RSDSLMREVF 
IREDDKEFYD KLENAGFLLD 
SIEDVKENSV VLTDGTELPA 
DPGPWEGELR NMWKPTNVDS 



•anslated) 596 residue, 
TASSSPDEAA TAVVQLFEDE 
KGEPADEGDG VTRVHFSCES 
VVHGQNEDTR NWTDRKNDRQ 
SRPGDQWRSR YHSLCLHDPV 
NTECLRASYN EDTKQWDVTV 
HSSEHPGGDV DRDKNVVVLG 
GPLYSEDAVE AGIDTDTADL 
FGDDDSGLFL KYLRRGSGYY 
DVIVLATGYG NMNNWVAQLV 
LWFHGGNLHQ SRHYSRYLSM 



GYWRDLLAFT WNLTTAEGAD 
ADFKCTGIVR LRNGKAWTLL 
AALGVTEQPY TLI IGGGQGG 
WYDHLPYIPF PDHWPVFTPK 
NRDGAESTLH PTQLVMATGM 
ANNSAHDICA DLYSNGAKPV 
LFASWPYKVL PGVQKQAFDK 
IDVGASELVA DGKIPVRSNV 
DQETADKVGP CWGLGSETTK 
QLKARYEGMN TPVYSK 



> RXA02605 (1-495, translated) 165 residues 

VACPWAGTAA LNLAAKHPDQ FRQAMSWSGY LNTTAPGMQT LLRVAMLDTG GFNVNAMYGS 

I INPRRFEND PFWNMGGLAN TDVYISAASG LWSPQDDGVR VDHRLTGSVL EFVAMTSTRI 

WEAKARLQGL NPTADYPMYG 1HGWAQFNSQ LERTQGRVLD VMNAW 

> RXA02614 (1-729, translated) 243 residues 

MTATLSLKPA ATVRGLRKSY GTKEVLQGID LTINCGEVTA LIGRSGSGKS TILRVLAGLS 
KEHSGSVEIS GNPAVAFQEP RLLPWKTVLD NVTFGLNRTD ISWSEAQERA SALLAEVKLP 
DSDAAWPLTL SGGQAQRVSL ARALISEPEL LLLDEPFGAL DALTRLTAQD LLLKTVNTRN 
LGVLLVTHDV SEAIALADHV LLLDDGAITH SLTVDIPGDR RTHPSFASYT AQLLEWLEIT 
TPA 



> RXA02616 (1-711, translated) 237 residues 

LQKHTRGGKH RKQTTSPVTK GGVAFVAVAT GAVSTAGAGG AVAAQASNQP VEVNFELTAN 
DTTDLVAGSS APQILSIAEF KPVVNLGDQI VKTIQYNADR IQADLDARGP SVVRPAEGSY 
TSGFGARWGT NHNGVDIANA IGTPILAAMD GTVI DAG PAS GFGNWVRLQH EDGTITVYGH 
METVEVTVGQ TVKAGERIAG MGSRGFSTGS HLHFEVYPAG GGAVDPAPWL AERGITL 



> RXA02627 (1-843, translated) 281 residues 

DVTVESQPER VVALGWGDAE AALEFGVQPV GASDWLAFGG EGVGPWIEDS AYDEAPEIIG 
TMEPEYEKIA ALEPDLILDV RSSGDQERYD KLSSTALTIG VPEGGDSYLT PRAEQVTMIA 
TALGQAERGE EVNAEYEQLT ADIRAAHPGW PEKTAAAVSA TATSWGAYIK GSNRVDTLLD 
LGFQENPELA KQQPGDTGFS IKFSEETFGV VDSDLVVGFA IGMTPEEMAE QVPWQMLTAT 
RDGRS FVMPR EISNAFSLGS PQSTRFALDA LVPLLEEHAG E 

> RXA02628 (1-405, translated) 135 residues 

MLEGFRDFVL RGNVIELAVA VVIGTAFTAI VTAFSESIIN PLIASIGSTE VEGLGFHIRA 

GNAAT FVDFG AVITAAINFL IIAAIVYFVL VAPMNKLSET LAKRKGVEED ETPASIEAEL 

LTEIRDLLQE QKRLQ 

> RXA02650 (1-579, translated) 193 residues 

MVNVTSKDAG ANVTPMSKKE KRTTVKQVVA LMAAIVVVIA SLDQIVKQIM LSWLEPGVPV 

PI IGDWFRFY LLFNPGAAFS MGGENSTWIF TTIQLSFVIG IAI YAPRIKH KWIAAGLALV 

AGGALGNVLD RLFRDPSFFF GHVVDYISVG NFAVFNIADA SISCGVVVFL IGMFLEDREN 

AQHAKAT DEK DEA 
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> RXA02660 (1-639, translated) 213 residues 

MI IGVTLLVF IVMSFSPADP ARLALGESAS PEALEAYREA NGLNDPMMVR YFDFILGMLK 
GDLGTSSGGV AVTDIVARAF PITLQLTFWG LIIAVVVALI LGVIAALYRD RWPDQLIRVV 
SIAALATPSF WLAILLIQWL GTIPGAWGFF PALVTRWVPF SEDPATYFNN IALQRLRWQS 
PLQVLWPALF VPPWWKNWTR TTSAQQSVQD PQN 

> RXA02661 (1-219, translated) 73 residues 

VIGLRVGSLM GGAVIIEIIF NIQAMGQLIL DGVTRNDVYL VQGVTLTVAI AFIIVNIAVD 
LLYVLVNPRI RSI 



> RXA02663 (1-1395, translated) 465 residues 

MAPILVFATV LVADAI VFEA SLSFINAGVK PPSPSWGNIL ADGKALLLSG AWWPTFFPGL 

MILLTVLCLN ILSEGLTDTL ASPKPKPVSA SAKKALKKEE SGEKEGSGIV LGHTTREEAN 

ASLLASLAAL STSENNSNNR LIFDGNPTPL LEVRDLKISF PNAHGDINI V DGVNFTVAPG 

QTMGLVGESG CGKSITAMSI MGLLPPTAKI EGEILFDGKN LLDLKPDELN ALRGHEIAMI 

YQDALSSLNP SMLISAQMKQ LTRRGGKRSA EELLELVGLD PKRTLQSYPH ELSGGQRQRV 

LIAMALTRNP RLLIADEPTT ALDVTVQQQV VDLLNELREK LGFAMI FVSH DLALVARLVH 

KLTVMYAGQV VEQGTTREIL IDPRHEYTRG LLGSVLSIEA GVDRLYQVPG TVPSPKEFVA 

GDRFAPRSEF PELGLDQKPV LRPITGTEHA YAATDELLAA KGEQR 



> RXA02664 (1-660, translated) 220 residues 

VGESGCGKST LARVMVGLQP VTSGEVLFKG KPMKPRGAQR KELGSSVSVV FQDPATSLNP 

RMTVREQLLD PLRVHKVGDE ASRNQWVSEL ISMVGLPQSA LEVLPRQVSG GQRQRVAIAR 

ALALKPDI IV ADEPTSALDV SVRAQVLNLL LDLKTELGLG LVFISHDINT VRYVSDRIAV 

MLAGEI IEEN TTSEI FNNAQ QDYTRTLLEA TPSLLNKTRL 

> RXA02684 (1-864, translated) 288 residues 

VLAVGLVLVF VVTLWADSKL NRVDAT PATQ VANTAGTNWL LVGSDSRQGL SDEDIERLGT 

GGDIGVGRTD TIMVLHMPRT GEPTLLSI PR DSYVNVPGWG MDKANAAFTV GGPELLTQTV 

EEATGLRIDH YAEIGMGGLA NMVDAVGGVE MCPAEPMYDP LANLDIQAGC QEFDGAAALG 

YVRTRATALG DLDRVVRQRE FFSALLSTAT SPGTLLNPFR TFPMISNAVG TFTVGEGDHV 

WHLARLALAM RGGIVTETVP IAS FADYDVG NVAIWDEAGA EALFSSMR 



> RXA02728 (1-813, translated) 271 residues 

MAIVSLDNVT VSIEGKKLLD AVSLKAYPGE VLGLIGPNGA GKSTLLSVLS GDRLPDSGEV 
NVGGLDPATA AASDMARVRA VMLQDVSVAF SFLVWDVVEM GRRPWQKAST PEEDHEI IEA 
ALAATSVSHL AEREITTLSG GERARVALSR VLAQQTPIVL LDEPTAAMDI SHQEQTLGTA 
RALAAAGAAV IVVLHDLNAA AAYCDSIVCL SDGRVIASGS VDQVYSTETL SRVYGWPIRV 
DHSGKYVRVE PDRSEANLPS VLQVKNTVSP A 

> RXA02750 (1-816, translated) 272 residues 

MAVLFSIMGA LILLVLYVLF LGKLQI DGLM VDLPDSARDD VEGFVFNWVF SGILITSAIT 
VPQAALGVLV EDRTRGGIKD FLVAPVSRTT LTVSYIFAAV IVAMTILIFE IVVGSIGLAI 
LGHFSMSIAR VLELVVALLL LTLVFSAIAA FLITLVKSQG GMSALSSLVG TLAGFLSAAY 
IPPIALPEAV TNVLNFLPFT PAGMLIRQIV VAPAL DAISL PPEAFDI FQF GYGLKLEMFG 
EPVSTWVAVG IVASWGVVFG LIAAFKMKSV VR 



> RXA02761 (1-201, translated) 67 residues 

MMDGINRRTT LITGYSLTTI SHVLIGIASV AFPVGDPLRP YVILTLVVVF VGSMQTFLNG 
SYLGYAL 



> RXA02762 (1-285, translated) 95 residues 

MLSELFPLAM RGFAIGISVF FLWIANAFLG LFFPTIMEAV GLTGTFFMFA GIGVVALIFI 
YTQVPETRGR TLEEIDEDVT SGVIFNKDIR KGKVH 

> RXA02769 (1-711, translated) 237 residues 

TVVPVYLAEL APLEIRGSLT GRNELAIVTG QLLAFVINAL IAVTLHGVID GIWRIMFAVC 

ALP AVAL FLG MLRMPESPRW LVNQGRYDDA RRVMETVRTP ERAKAEMDE I IAVHSENNAA 

LPGVKQSSGQ ASGQVSSKHT HMSIGEVLSN KWLVRLLIAG IGVAVAQQLT GINAIMYYGT 

RVLEESGMSA EMAV VAN I AF GAVAVIGGLI ALRNMDRLDR RTTFI IGLSL TTTFHLL 
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> RXA02795 {1-1095, translated) 365 residues 

IDVSLPERTA SAYPHELSGG QRQRALIAMA LANDPDLLIC DEPTTALDVV VQKQIVDLLL 

RLTKERGTAL LFITHDLGLI ARTCERLLVM KSGETVERGD TEAILRSPAH SYTQQLLDAS 

ILDQPE1ASD SGAPVVIDVE EASKSFKETT ALHKVSLAVR KGDLLGIVGG SGSGKTTLLK 

LIAGLDKPTT GTVAVTGGVQ MVFQDPQSSL NPRMKIKD1V AEPLLGWNAA EKTTRVAEVI 

TQVGLSPDVL DRYPHEFSGG QRQR1SIARA LAIKPAILLA DEPVSALDVS VRKQVLDLLQ 

QLVEEYGITL VFVSHDLAVV RHLCTTVWVM EQGRVLEQGP IDSVYDHPQT EYTKELLDAV 
PRLSL 



> RXA02808 (1-258, translated) 86 residues 

FYFGILPVLA ESASHFG1EP VEMARASITG QPVHMQSPLV PAILLLVSLA NVNLGDHHKK 
VLWRACIVSI AML AVAL FIG VVPLSA 



> RXA02863 {1-975, translated) 325 residues 

MKKSLIAIVA SALVLSGCTS DSSDSSGTSG TVETTSITTS VAAADGAFPR TVTLDDSSIT 
LESKPERIAV LTPEAASLVL PITGADRVVM TAEMDTADEE TAALASQVEY QVKNGGSLDP 
EQVVAGDPDL VIVSARFDTE QGTI DILEGL NVPVVNFDSD AWGDIDAITK HLEIVGELVG 
EEDKAAEAIA EIDANRI DID KPATSPTVLT LMQRGPRQMV MPESAMLNGL IREAGGTPVV 
DSLGAVGTIT ADPEQVVAMA PEIIIIQDFQ GKGRENFANF LSNPALANVP AIENDKI FYA 
DTVTTGVTAG TDITTGLQQV AEMLS 



> RXA02864 (1-780, translated) 260 residues 

MPQLVEIRDL NVEFPSRHAV KNVSFSAPAG KVTALIGPNG AGKSTALSAI AGLVESTGEV 
MVGGSGVASK SAKARARLLS LVPQNTELRI GFSARDVVAM GRYPHRGRFA VETDADRRAT 
DDALRAINAL DIAEQPVNEL SGGQQQLIHI GRALAQDTAV VLLDEPVSAL DLRHQVEVLQ 
LLRARANSGT TVIVVLHDLN HVARWCDHAV LMADGEVVSQ GDIREVLEPA TLSTVYGLPI 
AVRDDPETSS LRVIPHPNPF 



>RXN00001 TRANSLATE of: rxnOOOOl.seq check: 7420 from: 1 to: 1128 

MATVTFKDASLSYPGAKEPTVKKFNLEIADGEFLVLVGPSGCGKSTTLRMLAGLENVTDG 

AIFIGDKDVTHVAPRDRDIAMVFQNYALYPHMTVGENMGFALKIAGKSQDEINKRVDEAA 

ATLGLTEFLERKPKALSGGQRQRVAMGRAIVRNPQVFLMDEPLSNLDAKLRVQTRTQIAA 

LQRKLGVTTVYVTHDQTEALTMGDRIAVLKDGYLQQVGAPRELYDRPANVFVAGFIGSPA 

MNLGTFSVKDGDATSGHARIKLSPETLAAMTPEDNGRITIGFRPEALEI IPEGESTDLSI 

PIKLDFVEELGSDSFLYGKLVGEGDLGSSSEDVPESGQIVVRAAPNAAPAPGSVFHARIV 

EGGQHNFSASTGKRLP 



>RXN00099 TRANSLATE of: rxn00099.seq check: 3872 from: 1 to: 1173 
VKNPRL I ALAAI I LT S FNLRT AI TALAPLVS E I RDDLGVSAS L I GVLGMI PTAMFADAAF 
ALPSLKRKFTTSQLLMFAMLLTAAGQI IRVAGPASLLMVGTVFAMFAIGVTNVLLPIAVR 
EYFPRHVGGMSTTYLVSFQI VQALAPTLAVPISQWATHVGLTGWRVSLGSWALLGLVAAI 
SWIPLLSLQGARVVAAPSKVSLPVWKSSVGVGLGLMFGFTSFATYILMGFMPQMVGDPQL 
GAVLLGWWSILGLPLNILGPWLVTRFTNCFPMWIASVMFLIGNGGFCLAPDVAPWLWAT 
LSGLGPLAFPMALTLINIRAET SAGAS ALSSFGQGLGYTI AC FGPLLTGFIVDATGSFRT 
IFVLFAVATLFVIRGGYFATRQVYVEKLLNR 

>RXN00193 TRANSLATE of: rxn00193.seq check: 1918 from: 1 to: 594 
KAFXQREGFISAFGFTVLVVIVS VI TVN I FAFLLAWLLTRKLRGTNFFRTVEFMPNL I GG 
IVLGYTWQTMINAVLSHYATTISADWKFGYAGLIMLLNWQLIGYMMII YIAGLQNVPPEL 
IEAAELDGVNKWEMLRHVTI PMVMPSITICLFLTLSNSFKLFDQNLALTNGAPGGQTEMV 
ALNI INTLFNRMNVEGVG 



>RXN00378 TRANSLATE of: rxn00378.seq check: 9591 from: 1 to: 2610 
VDKAVNTAISDAKTAALKAGVGLNRATASEEEEDLSSSIKVSLAFELEGLSNAPSLMVVE 
KALEKIPGVSADLI YPSQTAWITATDRVHPETLIEVFEQFGIKAHLSNSSLLRRHQQLSA 
E VNRE ARLDR YRS RMDAKRI S PRVRRHNRQEMVH AVRARE SGW I KRRNHT T S QHE D PMS G 
DVL FT ARAL I T PKRLWVSL P FAL I VLAL S LN PSWQFDYWQWL SAVLAI P VVVWGAW PFHR 
AAAGGIRRGISALDATSSIAIAAAYAWSIAMLLFETPGGKSWRSYPSWFAFDHGTLTQNE 
I YFDVACGITVLLLAGRLLTRRRSQSSLLAELGRLQIDPQRIVTVVRKHRLKRVVQELNI 
PVQEVRVNDDVKVPPNTTI PVDGTVIGGGSRIAAS I IMGQDQRDVKVNDKVFAGSLNLES 
EIKVRVIRTGHRTRIAAVHRWVKEATLKENRHNRAAIRSAGNLVPITFTLAVVDFCLWAL 
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I SGN I NAAFTTT LAVLACVAPVALALS APLATRNS I EAAARHG I LVRSGE I FRVLDDVDT 
AVFNRVGTLTDGEMTVETVTADKGEDPELVLRVAGALAMESHHAISKALVKASREARDTG 
AGGEDVPHWIEVGNVE1TEAGSFQATIELPLIKPSGEKIMRTTEALLWRPRSMTEVREHL 
SPRLVAAATSGGAPLIVRWKGKDRGVTTLSDHVRSDSSDAI IAIEEQGIETMMLSRDTYP 
VARRYADSLGITHVLAGIAPGKKAQVVRAVHTRGSTVAMIGDESVMDCLKVADVGVLMGV 
DRPSDLRDDSDDPAADVVVMREEVMSVPTLFKLARRYAKLVNGNIALAWI YNGVAMVLAV 
SGLLHPMAATVAMLASSLLIEWRSGRARKY 



>RXN00412 TRANSLATE of: rxn00412.seq check: 7568 from: 1 to: 1080 

VSHTASTPTPEEYSAQQPSTQGTRVEFRGITKVFSNNKSAKTTALDNVTLTVEPGEVIGI 

IGYSGAGKSTLVRLINGLDSPTSGSLLLNGTDIVGMPESKLRKLRSNIGMIFQQFNLFQS 

RTAAGNVEYPLEVAKMDKAARKARVQEMLEFVGLGDKGKNYPEQLSGGQKQRVGIARALA 

TNPTLLLADEATSALDPETTHEVLELLRKVNRELGITIVVITHEMEVVRSIADKVAVMES 

GKVVEYGSVYEVFSNPQTQVAQKFVATALRNTPDQVESEDLLSHEGRLFTIDLTETSGFF 

AATARAAEQGAFVNIVHGGVTTLQRQSFGKMTVRLTGNTAAIEEFYQTLTKTTTIKEITR 

>RXN00431 TRANSLATE of: rxn00431.seq check: 340 from: 1 to: 789 
MVS I DT YNAC VDFPI FDAKS RSMKKAFLGAAGGAI GRNQDNVVVVEALKNVNLHLREGDR 
VGLVGHNGAGKSTLLRLLSGI YEPTRGSADIRGRVAPVFDLGVGMDPEISGYENI I IRGL 
FLGQTRKQMKAKMEEIADFTELGEYLSMPLRTYSTGMRIRLALGVVTS IEPEILLLDEGI 
GAVDAAFMAKARDRLQALVERSGILVFASHSNDFLAQLCNTALWVDHGQ1REAGLVPDVV 
EAYEGKGAGDHVRRLLTRMEEEK 

>RXN00444 TRANSLATE of: rxn00444.seq check: 7535 from: 1 to: 837 
MVLAQTKKARRSENHILPGWLLI PAT LAMLLI IGPI FALLLQI PWDRSWELLTAPESLGT 
ARLSIGTALFSTALCAIVGFPLALALHLYERSHPRVTSVLTVLVYAPLVLSPVVSGLALT 
FLWGRRGFLGSWLDQVGLPIAFTTTAVVFAQVFVALPFFISTVTTALRGI PKQFEEIAAT 
EGATRWEIMHKMI I PLAMPGI FTGMILGFARALGEYGATLTFAGNIAGVTRTI PLHIELG 
L S S N DM D KALG AV I ML L AV Y VL 1 1 GA I GAL RL F S K VRK V 

>RXN00466 TRANSLATE of: rxn00466.seq check: 8825 from: 1 to: 996 

VQSRLSKILRSSVVGVAVLALLAGCSNNADDTDADSTSTGNSAFPVSIEHEFGTTTIDDV 

PERVVTLGVTDADI VLALGTVPVGNTGYKFFENGLGPWTDELVEGKELTLLDSDSTPDLE 

QVAALEPDLI IGVSAGFDDVVYEQLSDIAPVVARPAGTAAYAVAREEATNLVARAMGQSE 

KGQELNEETDALIQAARDENPSFDGKTGTVILPYQGKYGAYLPGDARGQFLDSLGISLPE 

AVLSRDTGDSFFVDVPAESVKDVDGDVLLVLSNDENLDITAENPLFETLNVVQKDAVIVA 

TTEERGAITYNSVLSVPFALEHLAPRIAEALK 

>RXN00523 TRANSLATE of: rxn00523.seq check: 9218 from: 1 to: 1026 
MSLSHQLKRQRASRNSRRWLIVAALGVVTLGIFAFSLMWGEVFYGPAQVLKVLSGQQVPG 
ASYSVGVLRLPRAVMGLTAGLAFGAAGVIFQTVLRNQLASPDI IGISSGASAAGVICIVF 
FGMSQSAVSAISLCASLAVALLI YLVAYRGGFSATRLILTGIGIAAMLNSLVSYSLSKAD 
SWDLPTATRWLTGSLNGATWDRAMPLIVTTVVLI PLLVANARNVDLMRLGNDSAVGLGVA 
TNRTRVIAI IAAVALIAVATAACGPIAFVAFVSGPIAARILGSGGSLI IPSALIGGLIVL 
IADLIGQYFLGTRYPVGVVTGAFGAPFLI YLLIRSNRAGVTL 

>RXN00525 TRANSLATE of: rxn00525.seq check: 5915 from: 1 to: 1263 
MSLAES ILLALTSLRSNKMRALLTLLGVI IGIASVIGILTIGKALQDQTLNSLESLGAND 
LSAQVEERPDEDSPEPDMFAFSGAANSSGNLI PEETVDTLRDRFAGS ITGISVGGMGTQG 
TL I GDTADLKS DLLGVNED YMWMNGVEMNYGRAI TQDDVAAQRPVAVI APDTFNT L FDAN 
PNLALGSEVAFELNGQETFLRVIGVYKEAAAGGLVGSNPTVHTYTPYTVANDITHTEDGL 
NTLSIRAAQGVDQDSLKGSLQTYFDALYANNDSHHVAMLDFRKQIEEFNTILGAMSLGIS 
AIGGISLLVGGIGVMNIMLVSVTERTREIGVRKALGARRRDIRLQFVVEAMI ICFIGGIL 
GVLLGGILGLIMSSAIGYISLPPLSGIVIALVFSMAIGLFFGYYPANKAAKLDPI DALRY 
E 

>RXN00702 TRANSLATE of: rxn00702.seq check: 9529 from: 1 to: 1707 

MSAPFSARTAWSTDPVLELESVAASYYDDERTLAAPQISDVNLTLFEGEILLVVGRTGSG 

KSTLLNAMSGAMPHATGGRLDGRVRVVGRDTRDFPPRMLSDVVGVVGQDPAASFITNTVE 

EELAYSMEQLGLPPAVMRKRVEETLDLLGIAELRYVPLAELSGGEQQRVAIGAVLTTRPA 

LIILDEPTSALDPNGAEDVLATVTKLAHDLAMTVVLAEHRIERVLQYVDRVAHVGADGHV 
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T VGT PEE IMADS DVAP P I VELGRWAGWAPL PLS I RDARAHS ADMRKRL YQRGLVVNKLHN 
HAVQPLLIAEDIMVDFPEIRAVDGVNLNLNSGEITVLMGRNGCGKSSLLWALQGSGTRNQ 
GSVQVLDEAAGFSWTDPKTLKPAKRRNLVSMVPQTPTDI LYES TVHAE LARS DKDAAAPA 
GTTREILDSLVPNI PDHLHPRDLSEGQKLSLALSIQLAAJKPRVVFFDEPTRGLDYDGKKS 
LARS FQQLADDGHAIL VVTHDVEFSALCADRVL FMAS GKI I S DGTAVE I L PAS PAYAPQV 
AKITAGIQEESHWLTVSAVKAALGHGEIS 

>RXN00726 TRANSLATE of: rxn00726.seq check: 2288 from: 1 to: 591 
NAGRLYVDGDLIGYRERDGVLYEISEKDAAKQRSDIGMVFQNFNLFPHRTVTENI IEAPI 
HVKKQPESKARARAMELLEQVGLAHKADAYPVQLSGGQQQRVAIARAVAMEPKLMLFDEP 
TSALDPELVGEVLRVMKQLADDGMTMLVVTHEMGFAHEVADQVVFMADGVVVEAGTPEQV 
LDNPKEQRTKDFLSSLL 

>RXN00732 TRANSLATE of: rxn00732.seq check: 6509 from: 1 to: 1647 
NHLLLLPTVKADI IDNGVVTGDIGYIWHTGGIMLALTLVQVACAIAGVYFGSKLSMRVGR 
DLRSAIFGKVVNFSEREMGQFGAPSLITRNTNDVQQVQMLVQMTSTLMISAPMLAIGGII 
MAVRQDLGLSWLMVVSI PVLI IVVALI I VRMVPLFQTMQKRIDRINQI IREQLTGIRVIR 
AFVREDVERERFTTASKDVADIGVRTGNLMALMFPAVMLIMNLSAVAVIWFGAFQVESGE 
TQIGTLFAFLQYIMQILMGVMMAAFMFVMVPRAAVSADRIGEVLETTPSVQAPETPAQPS 
TSAGEIVFNNAT FAYPGADDPVLNNVSFRVAPGSTTAI IGSTGSGKTTLIGLVPRLFDVT 
EGDVTVDGTDVREFEPLKLWDRIGLVPQKSFLFSGTIASNLRYGNEDATETQLWQALAIA 
QAADFVREMPEGLDSEIAQGGTNVSGGQRQRLAIARALLKQPEI YI FDDS FSALDVSTDA 
ALRRALSTNLPDATKLIVAQRVSTIRDADQI VVLDNGEVVGIGTHTNLLNTCGTYREIVE 
SQETAQAQS 

>RXN00759 TRANSLATE of: rxn00759.seq check: 3116 from: 1 to: 924 
MLRYVGRRLLQMI PVFFGATLLI YALVFLMPGDPVQALGGDRGLTEAAAEKIRQEYNLDK 
PFI VQYLLYIKGI FVLDFGTTFSGQPVIDVMARAFPVTIKLAIMALLFESILGI I FGVIA 
GIRRGGIFDSTVLVLSLI VIAVPTFVIGFVLQFLVGVKWGLLPVTVGSNTSITALIMPAV 
VLGAVSFAYVLRLTRQSVSENLRADYVRTARAKGMSGFNVMNRHVLRNSLI PVATFLGAD 
LGALMGGAIVTEGIFGINGVGGTLYQAILKGEPTTVVSIVTVLVIVYI IANLLVDLI YAV 
LDPRIRYA 

>RXN00808 TRANSLATE of: rxn00808.seq check: 7354 from: 1 to: 1458 
VLGTNVFGALAVMLFVRFLIPQPDASNFNAEIS YLPAVGFAYLAFAIVAGMLVTFLMFRP 
VLDWQRS PE DH DRNMVRNL VMRI P I YQAI LCAVVWL I G I AI AT L I S AS VS T S LAL VVAFS 
TLMAAAI VVLLTYLEAERLVRPVAASALARRFEDSTLEPPVSQRLRMTWLLTLGI PVMGI 
LLLIWGYSQGI FGSDASGIMPAIAALAFASLVTGYLGNRLVVSSVVDPIRELQEAINRVR 
RGENDVQVDI YDGSEIGVLQAGFNEMMRGLRERQRVRDLFGRYVGAEVAKRALEERPTLG 
GEDRKVAVLFVDVIGSTTFAVNHTPEEVVEALNEFFEHVVEVVHRNKGVINKFQGDAALA 
I FGAPL PLS DATGHALAAARELRAELKDLQLKAGI GVAAGHVVAGH I GGHARFE YT VI GD 
AVNQAARLTEIAKTTPGRTVTNASTLREANEAEQARWTLMKSVELRGRSQMTQIARPIRP 
TLADRS 

>RXN00828 TRANSLATE of: rxn00828.seq check: 8544 from: 1 to: 453 
VRGGLNTPPHKWRSADLAARIGTVFQDPEHQFVARTVRDELEIGPKIMKVDASERIEELL 
DRLRLRHLENANPFTLSGGEKRRLSVATALVAAPKLLILDEPTFGQDPETFTELVTMLRE 
LTDNGISI VSVTHDPDFIAALGDHHIEVSAK 

>RXN00832 TRANSLATE of: rxn00832.seq check: 2297 from: 1 to: 1050 
MPFSWLKPIDYARIFVGWASIFIIPLITLPSI IELALIVAVILFCAFGVVKMAERLAHIL 
GDPFGSLILTLSIVIIEVILICAVMLGPADSTTAGRDSVMAVSMI IMGLVVGLCLLIGGL 
RHGSMPHNGVGTPTYLVLIATFSVIAFAVPAFRGEYSTGQALVISTLTAVVYGFFLFRQM 
GAQAGEFQEVEVAEKADDAAKWEVPFRGLILI ITVLPIVLLSHDMATVMDEVLASLGAPV 
AMAGLIIATIVFLPETITSLKAAWTGEIQRVSNLAHGAQVSTVGLTIPAVLVIGVITGQD 
VVLGETPINLLLLGTTIAVTAIAFSSKKVSAVHGSVLLMLFGVYMMSMFA 

>RXN00934 TRANSLATE of: rxn00934.seq check: 9723 from: 1 to: 1083 
VRIGMVCPYSFDEPGGVQAHILDLARTFIAQGHEVQVLGPCSADTQVPDFVVRGGGSIPI 
PYNGSVARLSFGPKMFKAVRTFLREGNFDVLHIHEPNSPSFSMAALRFAEGPIVATYHAS 
SSGSKLLKAFLPVLSPMLEKVRAGIAVSEMARRWQVEQVGGDPVLIPNGVETSMFKAARQ 
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IEPNDPVEIVFLGRLDESRKGLDILLRALTRLDRPFTCTVIGGGTPREVAGINFVGRVSD 
EEKAAILGRADI YVAPNTGGESFGIVLVEAMAAGCAVVASDLEAFSLVTDSEAAQPAGVL 
FKTGSDADLAKKLQALI DDPSSRSTLIAAGLKRANAYDWSTVSTQVMAVYETIAIDKVRL 
G 

>RXN00939 TRANSLATE of: rxn00939.seq check: 3908 from: 1 to: 1236 
MTRQKTQPFLEKFSKYYTPGVMIAALAVGLITLNVELALTLLVIACPGALVISIPVSIVA 
GIGRSAKDGVLIKGGEYLETSAKVDTVVVDKTGTLTNGRPELTNVDVLDPAYSDDEVLTL 
AARAETASEHPLAEAI IRGAENRGLTVAMVEKAEPVAGRGIRADVDGATVAVGSADLLDH 
TPDNTRILELNEQGRTAMYVGINGKAVGIVAVADTIRDDAPAAIRSLHNKGIRVVMATGD 
AERVARNVAAELGVDEVRAELMPEDKLEI VKELQAQGRVVAMVGDGVNDTPALATADIGV 
AMGAAGSPAAIETADIALMADKLPRLPYALGLAQRTVRTMRVNIGIALLTVTILLAGVLL 
GGVTMS IGMLVHEASVLLVIAIAMLLLRPTLKEDKDKADVSTADAAKETLSA 

>RXN00960 TRANSLATE of: rxn00960.seq check: 4118 from: 1 to: 1035 
MARHCCSNRYASTVFSGLIAYGASQALYPWLLKDHQSVTEIDLDAGALQPYFNIEMPPPF 
EVMTALLLAFCLGLGMAVIKSDTLFKVTRELERVVMKTITAFVI PLLPLFIFGI FLGMGM 
NGGLLEIMSAFGKVLILAVVGTLLFLAIQFI IAGAVSKKNPWKLFKNMLPAYFTALGTSS 
SAATI PVTYQQTLKNDVDVNVAGFVVPLCATIHLAGSMMKIGLFTFAVVFMYDMEVGVGL 
SIGFLLMLGITMIAAPGVPGGAIMAATGMLASMLGFNTEQVALMIAAYIAIDSFGTAANV 
TGDGAIAVIVNKFAKGQLHTTSPDEIEEDDRVAFDITPSDVEHHK 

>RXN00980 TRANSLATE of: rxn00980.seq check: 2367 from: 1 to: 1794 

MLADAFMIAAAIVAGWPIAQSAYQALRIRMVSI DLLVVVAAVGAMFINNYWESAAVTFLF 

ALGKALERATMNRTRKALSDLVDAAPETATRLNADDSTEVVELWELEPGDIVLVRNGEQI 

PVDGNVIAGVGGIDESNITGESMPAEKGQGSDVYAGTWLRSGVLRVEATGIGSDSTLAKI 

IHRVEDAQDDKARTQTFLEKFSKWYTPGVMIAAAVVGLITWDVELALTLLVIGCPGALVI 

SI PVSI VAGIGRAARDGVLIKGGEYLETAAKVDVVVVDKTGTLTTGRPELTDVEVIEPAY 

SQGEVLELAARAETASEHPLADAI IRGAQDRGLSTTLVEAAENITGRGI IANVDGQAVAV 

GSAELLDHEPDSTRILELNAEGKTAMFVGVNGHAIGI VAVADAVRS DSASAIESLHKAGI 

QVVMATGDAHRVAQNVASKLGVDEVYSELLPEQKLELVRDLQAAGKTVAMVGDGVNDTPA 

LAAAD I G VAMG VAG S PAAI ET AD I ALMADRL PRL AH AVT LAKRT VRTMRI N I L I ALAT VM 

VLLAGVLFGGVTMSVGMLVHEASVLLVISIAMLLLRPTLKEDAAQASDIKRSEIQQIA 

>RXN01000 TRANSLATE of: rxnOlOOO.seq check: 4854 from: 1 to: 846 
MSTLTSHRTVPAPSSPPARPNKLARNIVAI VAALIVLIATGTLKIEWNELPQMPAQVWHY 
LELMFSDPDWSKFGRAVQEMWRS IAMAWLGAILCVVVSVPLGMLAARGVGPYWLRTVLRF 
VFAVIRAFPEVVIAI ILLTVTGLTPFTGALALGISGIGQQAKWTYEAIESTPTGPSEAVR 
AAGGTTPEVLRWALWPQVAPSIASFALYRFEINIRTSAVLGIVGAGGIGSMLANYTNYRQ 
WDTVGMLLIVVVVATMIVDLISGTIRRRIMKGASDRVVAPSN 

>RXN01002 TRANSLATE of: rxn01002.seq check: 1757 from: 1 to: 804 
MNSDASATTNSWAINFDHVSVTYPNGTKALDDVSLTINPGEMVAI VGLSGSGKSTLIRTI 
NGLVRATEGTVTVGPHQINTLKGKALRDARGQIGMTFQGFNLSERSSVFQNVLVGRFAHT 
AWWRNLLGFPTEHDKQIAFHALESVGILHKVWTRAGALSGGQKQRVAIARALSQDPSVML 
ADEPVASLDPPTAHSVMRDLENINNVEGLTVLVNLHLIDLARQYTTRLVGLRAGKLVYDG 
PISEATDKDFEAI YGRPIQAKDLLGDRA 

>RXN01141 TRANSLATE of: rxn01141.seq check: 9956 from: 1 to: 825 
L S T ALAGAARYVT S T SNNE PADN T PLT I G Y VP I AGS AP I AI ADALGL FKKHG VN VT LKKY 
SGWSDLWTAYATEQLDVAHMLSPMTVAINAGVTNASRPTELSFTQNTNGQAITLASKHYG 
SVNSAADLKGMVLGI PFEYSVHALLLRDYLVSNAVDPIADLELRLLRPADMVAQLTVEGI 
DGFIGPGPFNERAISNGSGRIWLLTKQLWDKHPCCAVAMAKEWKAEHPTAAQGVLNALEE 
ASAILSNPAQFDSSARTLSQEKYLNQPATLLDGPS 

>RXN01142 TRANSLATE of: rxn01142.seq check: 3960 from: 1 to: 498 
LTARGNIDFGLRSARPSLSKTERADITRTHLEQVGLTDAAERRPARLSGGMQQRVGIARA 
FAIDPPIMLLDEPFGALDALTRRELQLQLLNIWEASRRTVVMVTHDVDEAILLSDRVLVM 
SKSPEATI ITDI PVNLPRPRHELSEDASVEAETTALRKRMLHLLEH 

>RXN01164 TRANSLATE of: rxnO 1 1 64 . seq check: 868 from: 1 to: 1635 



Appendix B, page 2 0 



AttorneJb^cket No.: BGI-131CP 



VTLFVRLALAAVGGLFVFASNEPIGWFVAGI VGTALFFISLAPWDLGVPQKRRKKNEPVP 
FLQQMSTGPTVVQGMLLGFVHGLVTYLQLLPWIGEFVGSLPYVALSVVEALYSIALGAFG 
VLIARWRDWKVLLFPAMYVAVEYLRSSWPFDGFAWVRLAWGQINGPLANLAALGGVAFVT 
FSTVLAAVGVAMVI ISKKRLAGAI ITASVIAIGAVSSLYVDRNGTSDESIEVAAIQGNVP 
RMGLDFNAQRRAVLANHARETLKLDEQVDLVIWPENSSDVNPFSDAQARAI IDGAVEHVQ 
APILVGTITVDEVGPRNTMQVFDPVEGAAEYHNKKFLQPFGEYMPFREFLRI FSPYVDSA 
GNFQPGDGTGVVEMNAANLGRAVTVGVMTCYEVI FDRAGRDAIANGAEFLTTPTNNATFG 
FTDMTYQQLAMSRMRAIEFDRAVVVAATSGVSAIVNPDGSISQNTRI FEAATLTESI PLK 
DTVT I AARVGFYVELLLVI IGVLAGLFAI RMN S RS K S AKG S AR P AQ VRVKKV P AKKAAT N 
RRKVK 

>RXN01168 TRANSLATE of: rxn01168.seq check: 6703 from: 1 to: 810 
MSSEAVDATTLVI I PTYNELENLPLI VDRVRTATPDVHVLI VDDNSPDGTGERADKLAAD 
DDHI FVLHREGKGGLCAEYMAGFQWGLERDYQVLCEMDADGSHAPEQLHLLLAEITNGAD 
LVIGSRYVPGGRVVNWPKNRWLLSKGGNVYISVALGAGLTDMTAGYRAFRREVLEALPLD 
ELSNAGYI FQVEIAYRAVEAGFDVREVPITFTEREIGESKLDGSFVKDSLLEVTKWGLKH 
RGGQAKELSKEMVGLLNYEWKHFKKRNTWL 

>RXN01285 TRANSLATE of: rxn01285.seq check: 1049 from: 1 to: 726 
LNVTIPDNTFTAI IGPNGCGKSTLLRGFSRVLNPQHGKVLLDGRQLDSFKPKEIARELGL 
LPQTSIAPEG1RVYDLIARGRAPYQSLIQQWRTSDEDAVAQALASTNLTELAARLVDELS 
GGQRQRVWVAMLLAQQTPIMLLDEPTTFLDIAHQYELLELLRAFNEAGKTVVTVLHDLNQ 
AARYADHLIVMKDGHVHATGTPEEVLTAEMVQGVFGLPCI ISPDPVTGTPTVVPLSRSRA 
GA 

>RXN01298 TRANSLATE of: rxn01298.seq check: 8940 from: 1 to: 930 
VSTLISEPEVDKLRKRAKRSRRTEWWLAAALLAPNLLLLAIFTYRPLLDNFRLSFFNWNI 
SSPTSTFIGFDNYVEFFTRSDTLQVVLNTVI FTACAVIGSMVLGLLLAMLLDQKLFGRNF 
VRSMVFAPFVISGAAIGVAFQFVFDPNFGLVQDLLGRIGVDSPQFYQNPNWAL FMVTFTF 
VWKNLGYSFVI YLAALQGLNKDLSEAAPVDGASAWTRFWKVTLPQLRPTTFFLSITVTLN 
SVQVFDI IHTMTRGGPLGNGTTTLVYQVYTETFTNYRAGYGATIATILFLLLLI ITVIQV 
RYMDKENKQK 

>RXN01323 TRANSLATE of: rxnO 1 32 3 . seq check: 658 from: 1 to: 2265 
MAQTPAKIPAALNFI DVDLGVTGMTCTSCSARVERKLNKLDGVEATVNYATESAQVS YDP 
SKVSPEQLIKTVEDTGYGAFTMASTVAAESEEDNAPADSGQSRIDAARDHEAADLKHRVIV 
SALLSVPVVLVSMI PALQFNNWQWAVLTLVTPI FFWGGSPFHKATWANLKRGSFTMNTLV 
SLGTSAADLWSLWALFIENAGHPGMKMEMHLLPSASTMDEI YLETVAVVITFLLLGRWFE 
TKAKGQSSEALRKLLDMGAKDAVVLRDGAEVRVPVNQLKLGDVFITRPGEKIATDGEVDE 
GSSAVDESMLTGESI PVEVTKGSKVTGATLNTSGRLMVKVTRIGADTTLSQMAKLVTDAQ 
SKKAPVQRLVDQISQVFVPVVIVIAIATLIAHLVFTDAGLAPAFTAAVAVLI IACPCALG 
LATPTALLVGTGRGAQLGLLIKGPEILESTKKVDTIVLDKTGTVTTGTMSVTDVTAINYS 
ETEILEFAAAVESASEHPIAQAIAKAAEHEQVTDFQNTAGQEVTGVVRGHEVRVGRPSST 
LIDALLHPFQHAQKIGGTPVVVTIDGVDSGI ITVRDTVKDTSAEAIRGLKELGLTPILLT 
G DNE GAAKS VAAE VG I DQ V I AN VL PH E K VQN VE ALQAQG KN VAMVG D G VN DAAAL AQ ADL 
GLAMGAGT DVAI EAS DI TLMNNDLRS AVDAI RLSRKTLGT I KGNLFWAFAYNVAL I PVAA 
IGLLNPMLAGIAMAFSSVFVVSNSLRLRGFKARSN 

>RXN01338 TRANSLATE of: rxn01338.seq check: 9102 from: 1 to: 1902 
KT YT PN PWML F I RS FDG 1 1 T VAAL VAI A I H L I LWLALDL DGLAKNWPL I AI VI VGG I PLM 
WDVLKSAIKTRGGADTLAAVSI ITSVLLGEWLVAAIIVLMLSGGEALEEAASRRASGTLD 
ALARRAPSTAHRLLGATILDGTEEIAVEEITVGDLVAVLPHELCPVDGEIVAGHGTMDES 
YLTGEPYVVSKSKGSQAMSGAVNGDTPLTIVATKLAHDSRYAQIVGVLHEAENNRPEMRR 
MADRLGAWYTVIALALGGLGWIVSGDPVRFLAVVVVATPCPLLIAVPVAIIGAISLAARR 
GIIVKNPGMLENASGVKTVMFDKTGTLTYGRPVITDIHTAPGVEEDTVLALAASVERYSR 
HPLADAIREGAKARELHLPDVVEVSERPGQGLTGTVGEHLVRITNRRSTLEIDPDSKNYI 
PVTSSGMESVVLVDDKYAALIRLRDEPRASASEFIAHLPKKHKVDKLMI ISGDRASEVRY 
LADKVGI DEVHAEASPEDKLNIVNRHNEHGATMFLGDGINDAPAMAVATVGVAMGADSDV 
TSEAADAVILDSSLERLDDLLHISARMRRIALQSAGGGMALSVIGMILAVFGFLTPLMGA 
I FQEVI DVLAI LNSARVALPRGAI S DFDTQEKVS 
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>RXN01411 TRANSLATE of: rxn01411.seq check: 3735 from: 1 to: 765 
MLGVGWRI PFLMAVPLGL I GWWI RTGAQENVRPASERPEAP I KQALRTEWKMMLRVGGFI 
SCTGLSFYI FTTYMTTFLRSTVGLEGTLVLAGNI IALSMAAIVAPFVGRAIDKFPRRNIM 
AFATLSTVIMAI PAYI IAGQGTLTASLIAQVMLGIGAVTANCVTSVMMAEVFQEVTRGTS 
AGITYNVTYAI FGGSAPFI STALVSWTGSPLAPAVYMI I IALFAFTASRFIPETSPVFVT 
AT PAI KAPKVLVNPG 



>RXN01808 TRANSLATE of: rxn01808.seq check: 4151 from: 1 to: 1149 

QSLACKELAWMRGGAPARTSKPGFRLEAAEALIAEVPAPRDKVELMAFSKSRQGRVVIEL 

EDATVATPDDRILVEDLTWRLAPGERIGLVGVNGSGKTTLLRTLAGEQPLQAGKRIEGQT 

VKLGWLRQELDDLDLSRRLIDCVEDVASYVMMGDKQVSASQLAERLGFSPKRQRTPVGDL 

SGGERRRLQLTRVLMAEPNVLLLDEPTNDLDIDTLQELESLLDGWPGTMVVI SHDRYLIE 

RVTDSTWALFGDGKLTNLPGGIEEYLQRRAAMAAAEDSGVLNLGAATQAGTFSAATEQAA 

TSVESSGISSQERHRITKEMNALERKMGKLDQQMDKLNQQLADAAEAMDTIKLTELDTKL 

RAVQEEHGELEMQWLELGEEIEG 



>RXN01939 TRANSLATE of: rxn01939.seq check: 574 from: 1 to: 1731 
MTTNI PQTPNHEGEQPLLELKDLKISFTSSTGVVDAVRGANLTI YPGQSVAIVGESGSGK 
STTAMSI IGLLPGTGKVTEGSIMFDGQDITGLSNKQMEKYRGSEIGLVPQDPMTNLNPVW 
RIGTQVKESLRANHVVPGSEMDKRVAEVLAEAGLPDAERRAKQYPHEFSGGMRQRALIAI 
GLAARPKLLIADEPTSALDVTVQRQILDHLETLTKDLGTAVLFITHDLGLAAERAEHLVV 
MHRGRI VESGPSLKILRNPQHPYTQRLVKAAPSLASARIQSAQEQGIESAELLSATAVAE 
GTI PEMEEKV1EVKNLTREFDIRGARGDKKKLKAVDDVSFFVRKGTTTALVGESGSGKST 
VANMVLNLLEPTSGEVLYNGTDLTSLSHKEI FQMRRKLQVVFQNPYGSLDPMYSI YRCIE 
EPLTIHKVGGDRKAREARVAELLDMVSMPRSTMRRYPNELSGGQRQRIAIARALALNPEV 
IVLDEAVSALDVLVQNQILTLLAELQQELKLTYLFITHDLAVVRQTADDVVVMQKGRIVE 
KGRTDDI FNDPQQHYTRDLINAVPGLGIELGTGENLV 



>RXN01995 TRANSLATE of: rxnO 1 9 95 . seq check: 3763 from: 1 to: 1338 
MDIRQTINDTAMSRYQWFI VFIAVLLNALDGFDVLAMSFTANAVTEEFGLSGSQLGVLLS 
SALFGMTAGSLLFGP I GDRFGRKNALMI ALL FNVVGLVLSATAQSAGQLGVWRL I TGI G I 
GGI LAC I TVVI S EFSNNKNRGMAMS I YAAG YGI GAS LGGFGAAQL I PT FGWRS VFAAGAI 
ATGIATIATFFFLPESVDWLSTRRPAGARDKINYIARRLGKVGTFELPGEQSLSTKKAGL 
QS YAVLVNKENRGTSIKLWVAFGIVMFGFYFANTWTPKLLVETGMSEQQGIIGGLMLSMG 
GAFGSLLYGFLTTKFSSRNTLMTFMVLSGLTLILFISSTSVPSIAFASGVVVGMLINGCV 
AGLYTLSPQLYSAEVRTTGVGAAIGMGRVGAISAPLLVGGLLDSGWSPTQLYVGVAVIVI 
AGATALIGMRTQAVAVEKQPEALATK 

>RXN02062 TRANSLATE of: rxn02062.seq check: 5414 from: 1 to: 1170 
MRVGMMTREYPPEVYGGAGVHVTELTRFMREIAEVDVHCMGAPRDMEGVFVHGVDPALES 
ANPAIKTLSTGLRMAEAANNVDVVHSHTWYAGLGGHLAARLHGIPHVATAHSLEPDRPWK 
REQLGGGYDVSSWSEKNAMEYADAVIAVSARMKDSILAAYPRIEPDNVRVVLNGIDTELW 
QPRPTFDDAEDSVLRSLGVDPQRPIVAFVGRITRQKGVEHLIKAAALFDESVQLVLCAGA 
PDTPEIAARTTALVEELQAKREGIFWVQDMLGKDKIQEILTAADTFVCPSI YEPLGIVNL 
EAMACNTAVVASDVGGIPEVVVDGTTGALVHYDENDVETFERDIAEAVNKMVADRETAAK 
FGLAGRERAINDFSWATIAQQTI DVYKSLM 

>RXN02096 TRANSLATE of: rxn02096.seq check: 3261 from: 1 to: 1692 
MGLDVSDEQIEHAARLAQAHDFIDRLPNKYEEVIGERGLTLSGGQRQRIALARAFLAHPK 
VLVLDDATSAIDASTEDRI FQALREELHDVTILI IAHRHSTLELGDRVGLVEDGRVTALG 
PLSEMRDHARFSHLMALDFQDSHDPEFTLDNGSLPSQEQLWPEVSTEKQYKILAPAPGRG 
RGMSM P AT PEL L AQ I E AL P AAT E E T RV DAG RL RT S T S G FKL L S L FKQ VRWL V VAV I AL LL 
VGVAADLAFPTLMRAAIDNGVQAQSTSTLWWIAIAGSVVVLLSWAAAAINTI ITARTGER 
LLYGLRLRSFVHLLRLSMS YFERTMSGRIMTRMTTDIDNLSSFLQSGLAQTVVSVGTLIG 
VVTMLAITDAQLALVALSVVPI I IVLTLIFRRISSRLYTASREQASQVNAVFHESIAGLR 
TAQMHRMEDQVFDNYAGEAEEFRRLRVKSQTAIAIYFPGLGALSEIAQALVLGFGALQVT 
RGDISTGVLVAFVLYMGLMFGPIQQLSQIFDSYQQAAVGFRRITELLATQPSVQIWAPTG 
TLGRLPRSLYCLTTSPSAIQTIRS 



>RXN02348 TRANSLATE of: rxn02348.seq check: 8038 from: 1 to: 1884 
MLNRMKSARPKSVAPKSGQALLTLGALGVVFGDIGTSPLYSLHTAFSMQHNKVEVTQENV 
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YGIISMVLWTITLIVTVKYVMLVTRADNQGQGGILALVALLKNRGHWGKFVAVAGMLGAA 
LFYGDVVITPAISVLSATEGLTVISPSFERFILPVSLAVLIAIFAIQPLGTEKVGKAFGP 
IMLLWFVTLAGLGI PQI IGHPEILQSLSPHWALRLI VAEPFQAFVLLGAVVLTVTGAEAL 
YADMGHFGARPIRVAWFCVVMPALILTYLGQGALVINQPEAVRNPMFYLAPEGLRIPLVI 
LATIATVIASQAVISGAYSLTKQAVNLKLLPRMVIRHTSRKEEGQI YMPLVNGLLFVSVM 
VVVLVFRSSESLASAYGLAVTGTLVLVSVLYLI YVHTTWWKTALFIVLIGI PEVLLFASN 
TTKIHDGGWLPLLIAAVLIVVMRTWEWGSDRVNQERAELELPMDKFLEKLDQPHNIGLRK 
VAEVAVFPHGTSDTVPLSLVRCVKDLKLLYREIVIVRIVQEHVPHVPPEERAEMEVLHHA 
PIRVVRVDLHLGYFDEQNLPEHLHAIDPTWDNATYFLSALTLRSRLPGKIAGWRDRLYLS 
MERNQASRTESFKLQPSKTITVGTELHL 

>RXN02354 TRANSLATE of: rxn02354.seq check: 8723 from: 1 to: 834 
MTKRTKGLILNYAGVVFILFWGLAPFYWMVITALRDSKHTFDTTPWPTHVTLDNFRDALA 
TDKGNNFLAAIGNSLVISVTTTAIAVLVGVFTAYALARLEFPGKGIVTGI ILAASMFPGI 
ALVTPLFQLFGDLNWIGTYQALI IPNISFALPLTI YTLVSFFRQLPWELEESARVDGATR 
GQAFRMILLPLAAPALFTTAILAFIATWNEFMLARQLSNTSTEPVTVAIARFTGPSSFEY 
PYAS VMAAGALVTI PLI IMVLI FQRRI VSGLTAGGVKA 

>RXN02356 TRANSLATE of: rxnQ2356.seq check: 7192 from: 1 to: 996 

MATVTFDKVTIRYPGAERATVHELDLDIADGEFLVLVGPSGCGKSTTLRALAGLEGVESG 

VIKIDGKDVTGQEPADRDIAMVFQNYALYPHMTVAKNMGFALKLAKLPQAQIDAKVNEAA 

EILGLTEFLDRKPKDLSGGQRQRVAMGRALVRDPKVFLMDEPLSNLDAKLRVQTRAEVAA 

LQRRLGTTTVYVTHDQVEAMTMGDRVAVLKDGLLQQVAPPRELYDAPVNEFVAGFIGSPS 

MNLFPANGHKMGVRPEKMLVNETPEGFTSI DAVVDIVEELGSESYVYATWEGHRLVARWV 

EGPVPAPGTPVTFSYDAAQAHHFDLESGERIA 

>RXN02391 TRANSLATE of: rxn02391.seq check: 7541 from: 1 to: 399 
MTQSDLPDDVQELVTKIFGLARDGGAESAATLGAYVDNGVDVNLSNQDGNTLLMLAAYAG 
HADVVQALIERGADVDRVNNRNQTPLAGAI FKKEEAVIEALLAGGADPYAGTPTAVDTAK 
MFGREDLVARFES 

>RXN02442 TRANSLATE of: rxn02442.seq check; 5164 from: 1 to: 849 
MKFFTDALIVPFDVSFISRALVAGCLAAILCSLIGTWVTLRRLTFFGDAMSHGLLPGVAT 
ASLLGGNLMFGAAISALIMSAGVVWTSRKSSLSQDVSIGLQFITMLSLGVVIVSHSDSHA 
VDLTSFLFGDILGVRPSDIFI IAIATVLGGLTI FLFHRQFTALAFDERKAHTLGLNPRFA 
HLLMLALI ALAT VVS FQVVGTLLVFGLL I GP PATAALLVQDKAS I S L IMI VASLLGCAE I 
YLGLLISWHASTAAGATITLLSAAI FFATLLTKSAI SRLNFTA 

>RXN02447 TRANSLATE of: rxn02447.seq check: 8454 from: 1 to: 1095 
TVVPVYLAELAPLEIRGSLTGRNELAIVTGQLLAFVINALIAVTLHGVIDGIWRIMFAVC 
ALPAVALFLGMLRMPESPRWLVNQGRYDDARRVMETVRTPERAKAEMDEI IAVHSENNAA 
LPGVKQSSGQASGQVSSKHTHMSIGEVLSNKWLVRLLIAGIGVAVAQQLTGINAIMYYGT 
RVLEESGMSAEMAVVANIAFGAVAVIGGLIALRNMDRLDRRTTFI IGLSLTTTFHLLIAA 
AGTLLPEGNS 1RPFAIMILVVGFVLSMQTFLNVAVWVWLAEI FPVRMKGIGTGISVFCGW 
GINGVLALFFPALVSGVGITFSFLIFAVVGVIALAFVTKFVPETRGRSLEELDHAAFTGQ 
IFKKA 

>RXN02455 TRANSLATE of: rxn02455.seq check: 2559 from: 1 to: 1269 
LKRLTRIAS ISMASMLAAASLVACSGSTDEEGDVYFLNFKPEQDVAYQEIAKAYTEETGV 
KVKVVTAASGSYEQTLKAEIGKDEAPTLFQVNGPAGFITWQDYMADMSDTEVAKQLTDDI 
PPLTTEDGEVRGVPFAVEGFGI I YNDEIFDKYIATSGAKIKSTDEITSYQKLKEVAEDMQ 
AKKDELGIEGAFASTSLTSSEDWRWQTHLANAPIWQEYQDKGVEDTNEIEFSYNKEYKNL 
FDLYLENSTVEKSLAPSKTVSDSMAE FAQGKAAMVQNGNWAWSQISETSGNVVKEDKIKF 
LPMYMGLPDEEKHGINVGTENYLGVNSEASEVDQQATKDFVDWLFTSEAGKEHVVKDLGF 
IAPFESYTAENTPNDPLSEQVAEAIANKDLTTYPWNFQYFPSQQFKDDFGQDLSQYASGK 
LKW 

>RXN02515 TRANSLATE of: rxn02515.seq check: 4857 from: 1 to: 756 
MSTLEIRNLHAQVLPSDESAEPKEILKGVNLTINSGEIHAIMGPNGSGKSTLAYTLGGHP 
RYEVTAGEVLLDGENILEMEVDERARAGLFLAMQYPTEIPGVSVANFLRSAATAIRGEAP 
KLREWVKEVRTAQEALAIDPEFSNRSVNEGFSGGEKKRHEVLQLDLLKPKFAIMDETDSG 
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LDVDALRI VSEGINS YKQETEGGILMITHYKRILNYVKPDFIHVFANGQI VTTGGAELAD 
KLEADGYDQFIK 

>RXN02549 TRANSLATE of: rxn02549.seq check: 8075 from: 1 to: 2703 

MVHAKQTKKPLPRFLHSAHFYVWIVLGFVVFAQPYGQVAADTKLDLLLNPAGFLTGALHA 

WTDTFTLGQLQNQAYGYLFPQGFFFLITDFLPDWIAQRLWWWLVLGLGFSGFYALVARLG 

IGNPAFRVIAALLFALSPRTLTTLTAISSETWPIMLAPWVCLPLLSRNVDARAIALSLLP 

AACMGAVNATATMAALI PAALILLYRGLFLRLLLWGMGVLAVNSWWIGPLLVLGKYAPPF 

TEFIESSSVTTSWLNPVEILRGTTSWTPFVDTERQAGYLLVNDAL FVTLSVLVAALGLIG 

LTLMKHRGLWAFMLAIGLLILGSAHLTAVQEFLDGPGAALRNIHKFDLLVRMPLMVGVAA 

LGSHISLPLLGTTALTSGQGKHHTIPLPLQKRQAAGLLVVIIAVGALAPAWSARLLPQGT 

WDEVPDYWYEATEFLNQNATGTRTLIWPSSPFARQDWGWTRDEPAQPLLDVPWAVRDAIP 

LVPPEAIRGLDGLDDLGTLGTGLNDEALKRLGIGAVLVRHDLEADPDIEVDLPGEKHTFG 

SQGQVDVYLTDPDRNMWITSGTSKQLPTVAGGGEILSLLDTINGYSPRTLVSENAQIVTD 

TPQLVGTNYGDGTSSAALASLDETEVKNRIVDYPSAGPMTQVVQEGSITASSSGSDATSF 

GGADPDRSLNSLLDHRYNTAWYPTPGDTSPWLEVSGTGTTLSISPRSTVTATITSGDSVM 

VREFEKGRTTTVTLAEPEARIEFDGFVGISELSLEGLSRTITVPETSPDVQQFVFQRLTV 

PTSFLDRTFTVPRHMSVTVEAQSCVTLELDGDRI DCGPSNSPPEPTRCAPNRNGSPS PNP 

LRSPLFSQQQTSRQHPPTACSSPRALSIQVPARLSTPPPFPQSNSTPPPKVSSSPRTPPA 

S 

>RXN02570 TRANSLATE of: rxn02 5 7 0 . seq check: 2673 from: 1 to: 642 
MNPLTWI IGAFSMWIVVLGVNKLGLSIAVI I IAQVVAMIRVRNVSVLASTALLSVPALAS 
MALI HMPYS S DGWLI ALTLTARFSALMS I FLLAATAI T I PELVKSL YRWPKLAY I VGSAL 
QMIPQGKQTLALVRDANALRGRSVKGPVRAVKYVGLPLITHLLSAGAARAIPLEVAGLDR 
PGPRTVLVEVVEGRVEKHCRWLLPLLAVGMAWWL 

>RXN02595 TRANSLATE of: rxn02595.seq check: 5016 from: 1 to: 1164 

VIVVAMASIMACLKAARLNNPMKILLLCWRDTTHPQGGGSERYLERVGEFLADQGHEVVF 

RTAGHTDAPRRSFRDGVRYSRSGGKFSVYPKAWVAMMLGRVGIGTFSKVDVVVDTQNGIP 

FFGKFFSGKPTVLLTHHCHKEQWPVVGRVLAKVGWLIESQIAPRAYKTAPYVTVSEPSAE 

ELIALGVDQQRIHIVRNGVDPVPLHTPKLDRDGQHAVTLSRLVPHKQIEHAMDVVAALDG 

VVLDVVESGWWQKELVDYARTLGVSDRVVFHGQVAEDHKHALLERATIHLMPSRKEGWGL 

AVTEAAQHGVPTIGYRSSGGLRDSVVDGETGLLVDSKAELISATKTLLIDASLRSKLGAS 

AKQRAENYKWDTAGAQFEELLLGLASKK 

>RXN02614 TRANSLATE of: rxn02614.seq check: 5216 from: 1 to: 729 

MTATLSLKPAATVRGLRKSYGTKEVLQGIDLTINCGEVTALIGRSGSGKSTILRVLAGLS 

KEHSGSVEISGNPAVAFQEPRLLPWKTVLDNVTFGLNRTDISWSEAQERASALLAEVKLP 

DSDAAWPLTLSGGQAQRVSLARALISEPELLLLDEPFGALDALTRLTAQDLLLKTVNTRN 

LGVLLVTHDVSEAIALADHVLLLDDGAITHSLTVDIPGDRRTHPSFASYTAQLLEWLEIT 

TPA 

>RXN02795 TRANSLATE of: rxn02795.seq check: 7318 from: 1 to: 1437 

VLKVSDLTVGNNFVHNVSFEVNPGERVGI IGESGSGKSLTALSIMGLTDLPTTGQITFNG 

KPSATFRGTRIAMVFQEPMSALNPLMRIGRQIEEMMTLHGASKKDARARLKSLLIDVSLP 

ERTASAYPHELSGGQRQRALIAMALANDPDLLICDEPTTALDVVVQKQIVDLLLRLTKER 

GTALLFITHDLGLIARTCERLLVMKSGETVERGDTEAILRSPAHSYTQQLLDASILDQPE 

IASDSGAPVVIDVEEASKSFKETTALHKVSLAVRKGDLLGIVGGSGSGKTTLLKLIAGLD 

KPTTGTVAVTGGVQMVFQDPQSSLNPRMKIKDIVAEPLLGWNAAEKTTRVAEVITQVGLS 

PDVLDRYPHEFSGGQRQRISIARALAIKPAILLADEPVSALDVSVRKQVLDLLQQLVEEY 

GITLVFVSHDLAVVRHLCTTVWVMEQGRVLEQGPIDSVYDHPQTEYTKELLDAVPRLSL 

>RXN02925 TRANSLATE of: rxn02'925 . seq check: 5237 from: 1 to: 2217 
MSTPHHHGDHPAPETDHTHHPNHAGHEHHADAATHGQAMPHDHPHSTVDEEHQVHSHGEH 
AGHSAAMFRDRFWWSLILSVPVVFFSPMFADLLGYNI PEI PGAYWI PPVLGTI I FLYGGT 
PFLKGAMTELKSRQPGMMLLIAMAITVAFIASWVTTLGLGGFHLDFWWELALLVTIMLLG 
HWLEMRALGAASSALDALAALLPDEAEKVVDGTTRTVAISELAVDDVVLVRAGARVPADG 
TIIDGAAEFDEAMITGESRPVYRDTGETVVAGTVATDNTVRIRVEATGGDTALAGIQRMV 
ADAQAS S S RAQALADRAAALL FWFAL I TAL I T AVVWT 1 1 GS PDDAVVRAVT VL 1 1 AC PHA 
LGLAI PLVI AI S SERAAKSGVL I KDRMALEHMRT I DVVL FDKTGT LTEGAHAVTGVAPAT 
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GIAEGELLALAAAAEADSEHPVARAIVTAAAAHPEASQRQLRATGFTAASGRGIRATVDG 
AEILVGGPNMLREFNLTTPGELADITGSWAQRGAGVLHVVRDGEI IGAVAVEDKIRPESR 
AAVRALQARGVKVAMITGDATQVAQAVGKDLGIDEVFAEVLPQDKDTKVTQLQERGLSVA 
MVGDGVNDAPALARAEVGIAIGAGTDVAMESAGVVLASDDPRAVLSMIELSHAS YRKMVQ 
NLVWATGYNI VAVPLAAGVLAPIGVLLPPAAAAILMSLSTI IVALNAQLLRRIDLDPAHL 
APTDGKEEKAAVSSAAPVR 

>RXN02933 TRANSLATE of: rxn02933.seq check: 4913 from: 1 to: 810 
MPLSGKIGGFIVAVVFVLAALSFIWTPFDPVQAFPQERLEGSSLRHLLGTDRYGRDVLSQ 
IMVGSRVTLLVGI IAVAIAALIGTPLGIAAGMRRGMVETFVMRGADLMLAFPALLLAI I S 
GAV FGAS T WS AMVA I G I AG IPS FARVARAG T LQ VT S QD F I AAARL S KVS S ARI ALRH I L P 
NITSMLIVQASVAFALAILAEAALSFLGLGTTPPDPSWGRMLQTAQAS IGVTPMLAVWPG 
AAI ALT VLGFNLFGDGLRDAI DPKREVGRA 

>RXN02945 TRANSLATE of: rxn02 94 5 . seq check: 2147 from: 1 to: 933 

MTTALGTRVVARNFGYRHASRENPALKDINFEIAPGERILLTGASGAGKSTLLAALAGVL 

GGSDEGVSTGELLVDAPSIGLVLQDPDSQVIASRIGDDVAFGCENLQIPREEIWPRVERA 

LELVGLDLPLSHPTKYLSGGQKQRLALAGVIAMGARLILLDEPTANLDPQGQKNVVAAVD 

RVVQETGATLIVVEHRHELWVNIIDRIISITDGEDVQPAELIKVGQLPGAQPSTSKPILW 

ANDLLCTWGGLRSFEVPEGASTVITGPNGAGKSTLALTMGGLLPRKVGSWNSLTRCAAAL 

TRPRTSGVQLI 

>RXN02975 TRANSLATE of: rxn02975.seq check: 5313 from: 1 to: 249 
VI VTNDLEVRVGARTLLDAPGQLLRVQPGDRIGLVGRNGAGKTTTMRILSGETKPYGGSV 
TTSGEIGYLPQDSREGNIEQTAR 

>RXN02994 TRANSLATE of: rxn02994.seq check: 4127 from: 1 to: 723 

IKMTGVQKYFGDFHALTDI DLEIPRGQVVVVLGPSGSGKSTLCRTINRLETIEEGTIEID 

GKVLPEEGKGLANLRADVGMVFQSFNLFPHLTIKDNVTLAPIKVRKMKKSEAEKLAMSLL 

ERVGIANQADKYPAQLSGGQQQRVAIARALAMNPKIMLFDEPTSALDPEMVNEVLDVMAS 

LAKEGMTMVCVTHEMGFARKAADRVLFMADGLIVEDTEPDSFFTNPKSDRAKDFLGKILA 

H 

>RXN03020 TRANSLATE of: rxn03020 . seq check: 1931 from: 1 to: 603 
MTLHVSNLNLTVADGSTSRTLLNNIHFWMSNQAKSSVSPAHPAPENPPYSPSSAASKAPD 
SGTATLGDIDLLNPQNRAALRRNHLGIVFQQPNLLPSLTVLDQLLLI PRLGRILPPSRSA 
RTQHKDKALSLLNSIGLGDLAKRKVSELSGGQQARVNLARALMNSPKLLLVDEPTAALDQ 
HSASEVTELIVSMAHQYNAPT 

>RXN03080 TRANSLATE of: rxn0308 0 . seq check: 3725 from: 1 to: 780 
MPQLVEIRDLNVEFPSRHAVKNVSFSAPAGKVTALIGPNGAGKSTALSAIAGLVESTGEV 
MVGGSGVASKSAKARARLLSLVPQNTELRIGFSARDVVAMGRYPHRGRFAVETDADRRAT 
DDALRAINALDIAEQPVNELSGGQQQLIHIGRALAQDTAVVLLDEPVSALDLRHQVEVLQ 
LLRARANSGTTVI VVLHDLNHVARWCDHAVLMADGEVVSQGDIREVLEPATLSTVYGLPI 
AVRDDPETSSLRVI PHPNPF 

>RXN03081 TRANSLATE of: rxn03081.seq check: 3848 from: 1 to: 459 
MKKSLIAIVASALVLSGCTSDSSDSSGTSGTVETTSITTSVAAADGAFPRTVTLDDSSIT 
LESKPERIAVLTPEAASLVLPITGADRVVMTAEMDTADEETAALASQVEYQVKNGGRLDP 
EQVVAGDPDLVIVSARFDTEQGTIDILEGLNVP 

>RXN03108 TRANSLATE of: rxn03108.seq check: 138 from: 1 to: 267 

MTKPNASVELNTITKSYGSTTIIGDTSITINDGEFVSLLDPSGCGKSTILKMIAGLASPS 

TGTVSAGNEEIKGPGPDRGMVFQDHALLP 

>RXN03116 TRANSLATE of: rxn03116.seq check: 7423 from: 1 to: 609 
MGEGDVEKH FAFGLKAAKQRRFFARTVALMPQNPTI PAGLSVFDYVLLGRHPHSYAPGRA 
DDEI VKRCLADLKLEHFSDRGLDELSGGERQRVSLARALAQEPRIVLLDEPTSALDIGHA 
QETLELIDAIRHRLGLTVIAAMHDLTLTAQYGDRVLMMNGGRKVFEGTAAEVLTAQRISE 
I YDATVI VEVI DGRPVVI PQRSH 
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>RXN03129 TRANSLATE of: rxn03129.seq check: 210 from: 1 to: 1224 

MASIVFENVTRKYSPGARPAVDKLNLEIADGEFLVLVGPSGCGKSTSLRMLAGLEPIDEG 

RLLIDGKDATELRPQDRDIAMVFQSYALYPNMTVRDNMGFALKNQKVAKAEIEKRVAEAS 

RILQLDPYLDRKPAALSGGQRQRVAMGRAI VREPSVFCMDEPLSNLDAKLRVSTRAEISG 

LQRRMGVTTVYVTHDQVEAMTMGDRVAVLLLGVLQQVDTPQNLYDYPANAFVASFIGSPS 

MNLIEGTIRGDKVTLGTGIQISVPDEVAAEVRNNPDRFEGRPVIVGARPEHMYLTTANES 

GAVLGEVSHIDELGADSMVYVLASGVKNPNTDLLGEGIPEDMRVTVVGAEETDKARLGIR 

VERHHGLKAGDKVHVVAAPKDVHLFDGLDGRRIGASVLAPAHTVQSGH 



>RXN03164 TRANSLATE of: rxn03164.seq check: 9986 from: 1 to: 870 
MI YRRVGNSGLKLPAISLGLWHNFGDDKPLSTQRSI IHRAFDRGVTHFDLANNYGPPAGS 
AETNFGRILREDLKSHRDELI ISSKAGWDMWPGPYGFGGSRKYLVSSLDQSLTRLGLDYV 
DIFYHHRPDPDTPLEETMYALRDIVASGKALYVGISSYGPELTAEAAE FMAEEGCPLLIH 
QPSYSI INRWVEEPGDDGENLLQSAANNGLGVIAFSPLAQGLLTDKYLDGIPEGSRASQG 
KSLSEGMLNVNNIDMVRKLNDIAQERGQSLAQMALAWVLREQREYGAGLP 



>RXS00088 TRANSLATE OF: RXS00088.seq check: 1389 from: 1 to: 876 
IEDNHGTEGISLPIEGVAATDNRAFELLDRWGVELVAAPLQLVPFTVTGYTEEGGVANLGSHREPDLEA 
LAAAQPSLI INGQRFAQYYDDI IALNPDATVVELDPRDGEPLDQELIRQAETLGEI FGEEEDAAKIVAD 
FESALERAKTAYAAI SDQTVMAVNVSGGNIGYIAPSVGRTYGPIFDLVGLTPALEVGNASSDHEGDDIN 
VEAIAAANPDLILVMDRDGGTSTRNEADYVPAEQIVSDNEALANVKAVTDGYVYYAPADTYTNENIITY 
T E I LNGMADMFEKAAQ 

>RXS00372 TRANSLATE OF: RXS00372.seq check: 2326 from: 1 to: 1077 
MSSKHPLKRTAVTVFALGASAALLVACSEPSEDVSTAETTTASSSANASDAAGEKVTITVYTSEPEEKV 
DEINKAFMEANPDIEVEVYRAGTGDLTARIEAEKASGSIEADVLWAADAATFETYAAQGDLAELEDVET 
SDI IEEALDAENFYVGTRI I PTVIAYNTEVVDQAELPTSWADLTDPKYAGQLVMPDPAVSGAAAFNASV 
WKNDPALGEAWITALGENQPMIAQSNGPTSQEIAGGGHPVGIVVDYLVRDLAAAGSPIDTI YASEGSPY 
ITEPAGVFADSEKKEAAERYINFLLSVEGQEIAVEQAYLPVREDVGTPEGTPELADIELMTPDLEVVTA 
D KAAAVE F FQNAMN 

>RXS00453 TRANSLATE OF: RXS00453.seq check: 3260 from: 1 to: 2349 
VISAWLLILAIVGGLALTMQKGFSNSFTIEDTPS IDATVSLVENFPDQTNPVTAAGVNVVFQSPEGTTL 
DDPQMMTAMDAVVDYIEDNLPDFGGGERFGNPVEVSPALEEMVIEQMTSMGLPEETAAKDAANLAVLSE 
DKTIGYTSFNI DVEAAEYVEQKHRDVINEAMQIGEDLGVRVEAGGPAFGDPIQIETTSEI IGIGIAFIV 
LI FTFGSLIAAGLPLITAVIGVGIGALAIVLATAFTDLNNVTPVLAVMIGLAVGI DYALFILSRYRAEY 
KRMPRADAAGMAVGTAGSAVVFAGATVI IALVALI IADIGFLTAMGISAAFTVFVAVLIALTFI PALLG 
VFGGHAFKGKI PGIGGNPTPKQTWEQALNRRSKGRSWVKLVQKAPGLVVAVVVLGLGALTI PAMNLQLS 
LPSDSTSNIDTTQRQSADLMAEGFGAGVNAPFLVIVDTHEVNADSTALQPLIEAQEPEEGEFDREQAAR 
FATYMYVTQTYNSNIDVKNAQIISVNDDFTAAQILVTPYTGPADKETPELMHVLRAQEAQIEDVTGTEL 
GTTGFTAVQLDITEQLEDAMPVYLAVVVGLAIFLLILVFRSLLVPLVAGLGFLLSVGAAFGATVLVWQE 
GFGGFVNTPGPLISFMPI FLIGVTFGLAMDYQVFLVTRMREHYTHHNGKGQPGSKYTPVEQSVIEGFTQ 
GSRVVTAAALIMIAVFVAFIDQPLPFIKIFGFALGAGVFFDAFFIRMGLVPASMFLMGKATWWMPKWLD 
RILPSLDIEGTALEKEWEEKQAAR 

>RXS00479 TRANSLATE OF: RXS00479.seq check: 9191 from: 1 to: 2190 

MSTSITTENKKKSGPPRLMRIFLPALLILVWLVGAGVGGPYFGKVSEVSSNSQTTYLPESADATQVQEQ 

LGDFTDSESIPAIVVMVSDEPLTQQDITQLNEVVAGLSELDIVSDEVSPAIPSEDGRAVQVFVPLNPSA 

ELTESVEKLSETLTQQTPDYVSTYVTGPAGFTADLSAAFAGIDGLLLAVALAAVLVILVIVYRSFILPI 

AVLATSLFALTVALLVVWWLAKWDILLLSGQTQGILFILVIGAATDYSLLYVARFREELRVQQDKGIAT 

GKAIRASVEPILASGSTVIAGLLCLLFSDLKSNSTLGPVASVGI IFAMLSALTLLPALLFVFGRVAFWP 

KRPKYEPEKARAKNDIPASGIWSKVADLVEQHPRAIWVSTLIVLLLGAAFVPTLBCADGVSQSDLVLGSS 

EARDGQQALGEHFPGGSGSPAYI IVDETQAAQAADVVLNNDNFETVTVTSADSPSGSAPITADGIVPLG 

SGTAPGPVVVEGQVLLQATLVEAPDSEEAQKAIRSIRQTFADENISAVVGGVTATSVDTNDASIHDRNL 

IIPIVLLVILVILMLLLRSIVAPLLLVVTTVVSFATALGVAALLFNHVFSEPGADPAVPLYGFVFLVAL 

GIDYNIFLVTRIREETKTHGTRLGILRGLTVTGGVITSAGVVLAAT FAALYVIPILFLAQIAFIVAFGV 

LIDTLLVRAFLVPALFYDIGPKIWWPSKLSNQKYQKQPQL 

>RXS00654 TRANSLATE OF: RXS00654.seq check: 6625 from: 1 to: 1266 
VLDILI YPVSGVMKLWHLLLHNVAGLDDSLAWFFSLFGLVITIRAI IAPFTWQMYKSGRTAAHIRPHRA 
ALREEYKGKYDEASIRELQKRQNDLNKEYGINPLAGCVPGLIQIPIVLGLYWALLRMARPEGGLENPVF 
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QSIGFLTPEEVESFLAGRVSNVPLPAYVSMPTEQLKYLSTTQAEVLSFVLPLFITAAILTAINMAMSMY 
RSFQTNDYASGFSNGMLKFMIVMS ILAPI FPLSLGLTGPFPTAIALYWVSNNLWTLLQTI IMMVILERK 
YPLTDDFKVHHLEQRDI YRAKQKEKRI FLWTRRKNRALMILTPWNASTLHATNVELTKTRTAEINEAKQ 
ARKEIANKRRETQREMNRAAMQRLKQRRAEVKAKKKGLI DASPNEDTPSENEETKLSSPQVEPTTTAEP 
NREPSQED 

>RXS00758 TRANSLATE OF: RXS00758.seq check: 161 from: 1 to: 1602 

MTLKKSLAVTTAAALALSLAACSSDSSSDSSSSSSGSEGGDNYVLVNGTEPQNPLVPGNTNEVGGGRIV 

DSIFSGLVYYDVDGSPVNDVAESIELEGDKTYRITIKDGQTFTDGTPVTAESFVNAWNYNVANSTLSSY 

FFESILGYEEGVESMEGLQVVDDTTFTVELTQPESDFPLRLGYSAFFPLPESAFDDMDAFGENPIGNGP 

YKLQEWNHNQDATI VPNADYTGGRQAQNDGVKFIFYPTFDSAYADLLSDNLDVLDAIPDSAFSSFEDEL 

SGRSINQPSAVFQSFTI PESLEHFSGEEGVLRRQAISLAVNRDEITQTIFEGTRTPATDFTSPVIDGHS 

DSLQGADVLTYDPERAQELWAQADEISPWSGEFSISYNADGGHQAWVDATANSIRNTLGIDAIGNPYPD 

FKSLRDDVTNRTINGAFRTGWQADYPSLGNFLGPLYGTGAGSNDGDYSNPDFDAKLAEAANAADVDAST 

PLYNEAQEILLQDLPAIPTWYSNAVGGYSTNVDNVEFQWNSQPAYYQITKN 

>RXS00912 TRANSLATE OF: RXS00912.seq check: 8141 from: 1 to: 273 
MDNTLYTAGLTIAAAFFMLSFIFTI YRI I VGPNSIDRLLGLDGTVSMIQCSMATYICWTLDTTVTNFMM 
VI ALLGFI SSVS VARFRKRDGA 

>RXS00932 TRANSLATE OF: RXS00932.seq check: 6704 from: 1 to: 474 
MTPQKLHRFAALLEMGTWTLLI IGMILKYSGVTDAVTPIAGGIHGFGFLCFAAITITVWINNKWTFPQG 
IAGLIVSVI PWAALPFALWADKKGLVAGGWRFSDPSEKPHTFFDKILAQLVRHPIRSILILLVI IAVVF 
SILLAMGPPYDPDAIANTVD 

>RXS01346 TRANSLATE OF: RXS01346.seq check: 3214 from: 1 to: 1575 
MRTATKVIATVMASTLAIGLASCSSSSGTPDVNYVSVNGTEPQRGLI PGDTNENGGGRVVDMLYSGLVY 
FDEAGVAQNDLAAS I DQETDTT YKI TLRDGI KFS DGS DI TATDFVDTWNFVVENGLLNTS FFS PIKGYE 
EGVETLEGLNVVDDRTFTIELAQPDSEFTQRIGYYGFAPMPASARDDIDAFGENPVSSGPYKLEQWDHN 
AELKVVANEHYDGPRAANNDGLKYVFYAQNDAAYSDLLAGNLDVLDLI PPSAYTTYEEELSGRSINQPA 
ASYLELSIRMESPNFEGQQGQLRRQAISMAINREEIAEQI FAGTYTPALDFTAPVLDGWRDDLNGNDVL 
T FQPDKARELWEDAEEI APFEGELQI S YNADVPNREWVDAVANS I SNELDVNATGNPFPDFKS FRDTYR 
TTGLDGAYRTAWFADYPSIGNFLGPNYTSGVASNDAKYENPEFDQLIADAAAASTKEETFQAYAQAQEM 
LLRDLPAI PLWYPNVVGGYSESVDNVSVNWKAI PVYWAI TKQ 

>RXS01425 TRANSLATE OF: RXS01425.seq check: 9957 from: 1 to: 885 
VLSPDSGITWALSIMFLTFTVRMVLVKPMVNTMRSQRKMQDMAPKMQAIREKYKNDQQKMMEETRKLQK 
EVGVNPIAGCLPMLVQIPVFLGLFHVLRSFNRTGSGVGQLEMTVEQNANTPNYI FGVDEVQSFLRADLF 
GAPL S S YI TMPADAFDAFLGL DVS RLNI ALVAAPMI L 1 1 VVATHMNARLS VNRQEARKAAGKQQAAS S D 
QMAMQMQMMNKMMLWFMPATILFTGFIWTIGLLVYMMSNNVWTFFQQRYIFAKMDAEEAAEEEEKRAAK 
RTTAPKPGVKPENPKKRKK 

>RXS01658 TRANSLATE OF: RXS01658.seq check: 7999 from: 1 to: 1833 

DPQILSPTFTQQQQLRNFYGFPDQLAMDRFEVDGKLRDFWAARELDPNALQQNQQDWINRHTVYTHGN 

GFI7\AQANQVDEVARDVGSTRGGYPVYTVSDLQSNARAAESEDAEELGIKVDEPRVYYGPLIASATDGA 

DYAIVGDTGDGPVEYDTDTSSYTYEGAGGVDIGNMVNRAMFALRYQEMNMLLSDRVGSESKILFERDPR 

SRVEKVAPWLTTDSKTYPTVIDGRIKWIVDGYTTLDSLPYSTRTSLTEATQDAVMPDGTPQPLITDRVG 

YIRNSVKAVVDAYDGTVELYEFDTEDPVLKAWRGVFPDTVKDGSEISDELRAHLRYPEDLFKVQRDMLA 

KYNVDDSGTFFTNDAFWSVPGDPTAAEGRQELKQPPYYVVAADPETGESSFQLITPFRGLQREYLSAHM 

SASSDPVTYGEITVRVLPTDSVTQGPKQAQDAMMSSDQVAQDQTLWRGSNDLHNGNLLTLPVGGGEILY 

VEPIYSQRKDQASAFPKLLRVLVFYKGQVGYAPTIAEALSQVGIDPKEAQDIEEVDGTATTPSTDETDT 

DTDQPATETPTAPVSEAEGIAAINDALSNLEAARDSSFEEYGRAL DALDRA.VDSYQSAQ 

>RXS01677 TRANSLATE OF: RXS01677.seq check: 5194 from: 1 to: 744 
VNQQSKKWLVPTLVVIIAVLLIAVVLLMYRGNASDTAEGVSAAATSDSAAASTAASGSASGAADSDLTS 
VEARDPSDPVAVGDVDAPVGLVVFSDYQCPFCAKWSDETLPQMMKHVEDGNLRIEWREVNIFGEPSERG 
ARAAYAAGLQDAYLEYHNALFANGEKPSEDLLSEEGLIKLAGDLGLDESKFTADFQSPETAVAIAQHQQ 
LG I DLGAYS T PAFLLGGQP I MGAQPAS VFEAAFEQALAAKE 

>RXS02586 TRANSLATE OF: RXS02586.seq check: 4914 from: 1 to: 270 
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MHLLRDDNWWAPGFVKKAYTVMGHGSEVEEAPRPTTRRLNDDEEVTVHEAVVAGDTVASRGGLSTQENR 
DLVS FVELKARLEKRRLEDLD 

>RXS02587 TRANSLATE OF: RXS02587.seq check: 637 from: 1 to: 2091 
VFSKWGHFAYRFRRIVPLVVIAAILALFVI FGTKLGDRMSQEGWDDPGSSSTAAARIELETFGRDNDGD 
VVLLFTAPEGTSFDDAEVFSSISGYLDGLIENNPDEVSHINS YFDTRNQNLLSKDGTQTFAALGLKGDG 
EQTLKDFREIEDQLHPDNLAGGVTTEVAGATAVADALDEGMAGDISRAEVFALPFVAILLLIVFGSVVA 
AAMPLI VGILSILGSLGILAILAGFFQVNVFAQSVVTLLGLGLAIDYGLFMVSRFREEMDKGTPVEQAV 
ATTTATAGKTVVFSAAMVAVALSGLFVFPQAFLKSVAFGAISAVGLAALMSVTVLPSLFSMLGKNIDKW 
SLRRTARTARRLEDTIWYRVPAWAMRHAKAVTVGVVLLLLALTVPLTGVKFGGINETYLPPANDTRVAQ 
ERFDEAFPAFRTEPVKLVVTGADNNQLIDI YVQANEVEGLTDRFTAGATTDDGTTVLSTGIQDRSLNEQ 
VVEQLRAI S VPEGVE VQI GGTPAME I ES I EAL FEKLLWMAL Y I VLAT F I LMALVFGS VI L PAKAI IMT I 
LGMGATLGILTLMFVDGVGASALNFSPGPLMSPVLVLIMAI I YGLSTDYEVFLVSRMVEARDKGESTDD 
AIRYGTAHTGSI ITAAALIMIVVCGAFGFSEIVMMKYIAFGMIAALILDATI IRMLLVPRRDAPASRRQ 
LVGTRLR 

>RXS02590 TRANSLATE OF: RXS02590.seq check: 3473 from: 1 to: 936 
MGISLLSSLLKIHGFPVVADFFFALAVVVAI VI IGGWLI YRSPSFKTEVMPAWAMLSMGLIALGTASPV 
VLGDDLWGFMFVCWSIGTAVGLVAYSLYITAILRSKAGTPTFAWGLPLVTPMVASTSAAQLHEHFELPA 
MLWVS FGLFLLTLASAPAVFTRV YFY YFGPKAQG I PLMAT PT SWI PLGMVGQSTAAAQL I GAS FGS KTA 
ITMGI I YGI IMGI FTI PLGAIAH FVFYRAVFKGATYSPTWWASTFPVGTLSLGAHFLSQSTGVEWFNYF 
SLYLIALMLFHVIVSTIAGTIAVMRRIVGKLKSQLA 

>RXS02932 TRANSLATE OF: RXS02932.seq check: 938 from: 1 to: 972 
VSKTEEGRSAAI I I YAFPTFILLGAI IAFI FPEPFIPLTNYINIFLTI IMFTMGLTLTVPDFQMVLKRP 
LPILIGVVAQFVIMPFLAI VVAKMFNLNPALAVGLLMLGSVPGGTSSNVIAFLARGDVALSVTMTSVST 
I VSPIMTPFLMLMLAGTETAVDGGGMAWTLVQTVLLPVI IGLVLRVFLNKWIDKILPILPYLSILGIGG 
VVFGAVAANAE RLVSVGLI VFVAVI VHNVLGYVVGYLTGRVFKFPEAANRTMAIEIGTQSAGLASGMAG 
RFFTPEAALPGAVAALVHNITGAVYVGLVRNRPLTKASRKKESVAVSS 

>RXS03042 TRANSLATE OF; RXS03042.seq check: 1569 from: 1 to: 606 
LVLAFLVLLLVFRSIWVPLIAALGFGLSVLATFGATVAI FQEGAFGI I DDPQPLLS FLPIMLIGLVFGL 
AMDYQI FLVTRMREGFTKGKTAGNATSNGFKHGARVVTAAALIMVSVFAAFIAQDMAFIKTMGFALAVA 
VFFDAFVVRMMI I PATMFLLDDKAWWLPKWLDKILPNVDVEGEGLSELHEARTEELKENVGVGA 

>RXS03075 TRANSLATE OF: RXS03075.seq check: 8649 from: 1 to: 726 
VAKFLYKLGSTAYQKKWPFLAVWLVILIGITTLAGLYAKPTSSSFSI PGLDSVTTMEKMQERFPGSDDA 
TSAPTGSVVIQAPEGKTLTDPEVGAEVNQMLDEVRATGVLKDADSVVDPVLAAQGVAAQMTPALEAQGV 
PAEKIAADIESISPLSADETTGI ISMTFDADSAMDISAEDREKVTNILDEYDDGDLTVVYNGNVFGAAA 
TSLDMTSELIGLLVAAVVLIVTFGSFIAAGMPLIS 

>RXS03124 TRANSLATE OF: RXS03124.seq check: 3878 from: 1 to: 96.0 

MTPTLASMIGLAVGIDYALFIVSRFRNELISQTGANDLEPKELAERLRTMPLAARAHAMGMAVGTAGSA 

VVFAGTTVLIALVALSI INIPFLTVMAIAAAITVAIAVLVALSFLPALLGLLGTRI FAARVPGPKVPDP 

EDEKPTMGLKWVRLVRKMPVAYLLVGVVLLGAIAIPATNMRLAMPTDGTSTLGTAPRTGYDMTADAFGP 

GRNAPMIALIDATDVPEEERPLVFGQAVEQFLNTDGVKNAQITQTTENFDTAQILLPQNLMRSMSAPLR 

LSQLFVQMLRPSLMTPARRMALLASPQFTMTSLLASATSWFLTF 

>RXS03125 TRANSLATE OF: RXS03125.seq check: 4701 from: 1 to: 171 
LVLAFLVLLLVFRSIWVPLIAALGFGLSVLATFGATVAI FQEGAFGI IDDPQPLLCF 

>RXS03220 TRANSLATE OF: RXS03220.seq check: 3878 from: 1 to: 960 
MGLREILSSKWLVRILLVGIGLGVAQQLTGINSIMYYGQVVLIEAGFSENAALIANVAPGVIAVVGAFI 
ALWMMDGINRRTTLITGYSLTTISHVLIGIASVAFPVGDPLRPYVILTLVVVFVGSMQTFLNVATWVML 
SELFPLAMRGFAIGISVFFLWIANAFLGLFFPTIMEAVGLTGTFFMFAGIGVVALI FIYTQVPETRGRT 
LEEIDEDVTSGVI FNKDIRKGKVH 

>RXS03221 TRANSLATE OF: RXS03221. seq check: 3878 from: 1 to: 960 
MFRDPAPPSKGTTNLGDKMASTFIQADSPEKSKKLPPLTEGPYRKRLFYVALVATFGGLLFGYDTGVIN 
GALNPMTRELGLTAFTEGVVTSSLLFGAAAGAMFFGRISDNWGRRKTI ISLAVAFFVGTMICVFAPSFA 
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VMVVGRVLLGLAVGGASTVVPVYLAELAPFEI^^S-LAGRNELMIVVGQLAAFVINAI IGNVFGHHDGVW 
RYMLAIAAI PAIALFFG 
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